The stress responses of probiotic lactobacilli and a Bifidobacterium with special emphasis on Clp family proteins by Suokko, Aki
THE STRESS RESPONSES OF PROBIOTIC
LACTOBACILLI AND A BIFIDOBACTERIUM




To be presented, with the permission of the Faculty of Veterinary Medicine of the
University of Helsinki, for public criticism in the Auditorium XIV, Unioninkatu




Department of Basic Veterinary Sciences








Research and Development Centre
Helsinki, Finland
Opponent
Professor Atte von Wright
University of Kuopio









LIST OF ORIGINAL PUBLICATIONS ..........................................................................7
1 INTRODUCTION..............................................................................................................8
2.1 Probiotics......................................................................................................................9
2.2 Protein quality control ...............................................................................................10
2.3 The heat-shock response............................................................................................11
2.3.1 Regulation of the heat-shock response in (Gram-) E. coli ..............................12
2.3.2 Regulation of the heat-shock response in (Gram+) Bacillus subtilis .............13
2.3.3 Regulation of the heat-shock response in (Gram+) LAB and
bifidobacteria ...............................................................................................................15
2.4 Physiological adaptation and the general stress response .......................................17
2.5 Clp family...................................................................................................................18
2.5.1 ClpP peptidase....................................................................................................19
2.5.1.1 ClpP in B. subtilis ......................................................................................19
2.5.2 Clp/HSP100 AAA+ ATPases ...........................................................................20






2.6 Proteomic approaches for studying potentially probiotic bacteria .........................23
4 MATERIALS AND METHODS ...................................................................................26
5 RESULTS AND DISCUSSION .....................................................................................28
5.1 Characterization of clpL genes and their products from selected LAB..................28
5.1.1 Distribution and expression of clpL genes and their products in selected
LAB..............................................................................................................................28
5.1.2 Genetic stability of clpL genes in L. rhamnosus E-97800 ..............................30
5.1.3 Phenotypes of clpL deficient L. rhamnosus and L. gasseri strains.................32
5.1.4 Regulation of clp gene expression is organized differently among LAB ......33
5.2 Effect of stress on protein synthesis and abundance in bacteria studied by
[35S]methionine labelling and DIGE...............................................................................36
5.2.1 Efficient protein radiolabelling and 2D-PAGE for Bifidobacterium
longum..........................................................................................................................37
5.2.2 Efficient protein radiolabelling and 2D-PAGE for several strains of the
genus Lactobacillus.....................................................................................................38
5.2.3 DIGE analysis of L. gasseri ATCC 33323 heat shock proteome ...................39




The use of food products containing probiotic microorganisms is of increasing economic
importance. The health promoting effects of selected probiotic strains has been
substantiated in controlled clinical studies. The probiotic nature of the health promoting
bacteria is not well studied compared to the virulence of pathogenic bacteria.
Microorganisms used in food technology and probiotics are exposed to technological and
digestive stresses, such as temperature changes and low pH.
Virulence and stress responses are closely related in several Gram-positive bacteria while
extremely little is known about the possible overlap of stress responses and the probiotic
nature of the bacteria. The available data concerning stress responses of lactobacilli and
bifidobacteria mainly cover physiological changes in these bacteria when subject to
stress, such as high temperature and low pH, and their ability to survive in different
challenges.
ClpATPases are a family of stress proteins that are known as virulence factors in a
number of pathogenic bacteria, such as Staphylococcus aureus and Streptococcus
pneumoniae, and regulators of several vital biological processes in Gram-positive
bacteria with a low G+C content.
In the first part of this thesis, clpL ATPase encoding genes and their protein products
were characterized in two potentially probiotic lactobacilli, Lactobacillus rhamnosus E-
97800 and L. gasseri ATCC 33323. Southern blot analysis revealed that among four L.
rhamnosus strains only L. rhamnosus E-97800 carried two clpL genes, assigned as clpL1
and clpL2. Expression of both genes were induced after heat stress >20- and 3-fold,
respectively. The clpL2 region was found to be mobilized after prolonged cultivation of
E-97800 at a high temperature. The sequence analyses revealed that
clpL2 shared 98 % identity to L. plantarum clpL gene and the clpL2 is
flanked by inverted repeat highly identical to the repeats of a functional
insertion element in a L. plantarum strain The data indicate that L. rhamnosus E-97800
has acquired clpL2 region via horizontal gene transfer, propably the donor being a
lactobacillar strain. Moreover, the low G+C content (40 %) of clpL2 compared to clpL1
(49 %) and to the average L. rhamnosus entries at GenBank (48 %) together with high
identity of clpL2 to the L. plantarum clpL gene indicate that the clpL2 containing element
has been transposed relatively recently. Homology searches using clpL genes as query
sequences revealed that the number of paralogous clpL genes varies among lactic acid
bacteria (LAB). However, the putative selective advantage of this extra clpL paralog to
host bacteria remains to be studied, since the stress tolerance of the clpL2-deficient strain
was not altered compared to its parental strain.
We demonstrated that a CIRCE element, which is known to mediate HrcA-dependent
regulation, is located upstream of the clpL1 in L. rhamnosus and clpL in L. gasseri which
together with the strong induction fold of clpL1 during heat stress suggest HrcA-mediated
regulation of clpL genes. Moreover, we showed that purified HrcA protein is able to
specifically bind to the promoter region of clpL in L. gasseri. Thus, the expression of
clpL is most likely regulated by the HrcA/CIRCE system in these lactobacilli
representing a novel regulon.
In the second part of this work, two-dimensional electrophoresis-based (2-DE) tools were
applied to investigate stress responses in selected probiotic bacteria. Since probiotic
bacteria are adapted to grow in an environment rich in nutrients, the optimization of
growth conditions for efficient metabolic labelling to examine protein synthesis kinetics
in defined media is needed. A semi-defined medium for metabolic labelling with
[35S]methionine for Bifidobacterium longum was developed. This medium was shown to
support efficient protein radiolabelling. In addition, chemically defined media and
experimental conditions supporting efficient protein radiolabelling with [35S]methionine
were developed, and proved to be applicable for a number of lactobacillar strains to
investigate their stress responses. Fluorescence 2-D difference gel electrophoresis (DIGE)
was applied to study the heat shock response of L. gasseri ATCC 33323. In addition to
classical chaperons DnaK and GroEL, four Clp AAA+ (ATPases associated with a
variety of cellular activities) ATPases were detected and found to be increased in
abundance after a heat shock. One of these, clpL, was deleted by using a thermosensitive
vector. It was shown that the functional clpL gene is essential for the development of
constitutive and induced thermotolerance in L. gasseri. The expression of several HSPs
(heat shock proteins) was at the same level in both clpL deficient and its parental strain
indicating that ClpL is not involved in modulation of the heat shock response in L.
gasseri. Instead, ClpL probably prevents aggregation of non-native proteins generated by
stress and thus the clpL gene might have industrial potential.
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1 INTRODUCTION
Probiotics are live microbes which confer health benefit on the host. In humans, the
most frequently used probiotics are bacteria belonging to genera Lactobacillus or
Bifidobacterium. Both single species and mixed cultures (cocktails) are used. The
probiotic features are strain-specific, but the factors contributing to the health
promoting effects are largely unknown. Stress responses are a crucial part of the
probiotic nature of a bacterium. This is exemplified in a debate about whether bacteria,
such as Lactobacillus delbrüeckii subsp. bulgaricus and Streptococcus thermophilus
used in yogurt fermentation, should be considered as probiotics at all, since while they
confer well-documented health benefits like improving lactose digestion in lactase-
deficient subjects and positively modulating the immune system, these bacteria are not
very resistant to conditions in the stomach and small intestine, and generally do not
reach the gastrointestinal tract (GIT) in very high numbers. Moreover, microorganisms
used in food technology are exposed to technological stresses, such as temperature
changes. Thus, there is need to know molecular
basis of stress tolerance in bacteria marketed as probiotics with special
health claims in much greater detail.
Both intestinal pathogens and probiotic bacteria must resist multiple stresses including
the acidic pH of the stomach, bile acids and oxidative conditions provided by
macrophages during passage or proliferation in its host. Although extensive studies
have shown that stress responses and virulence overlap in Gram-positive pathogens
(Frees et al., 2007), little, if anything is known about the possible connection between
stress responses and probiotic features of bacteria.
Interestingly, clpC ATPase in L. plantarum was one of the three stress-related genes
induced in mouse GIT model (Bron et al., 2004), and clpL is among the genes
substantially down-regulated in a mutant of L. plantarum defective in the Agr-like two-
component regulatory system that showed reduced adherence to a glass surface (Sturme
et al., 2005). These genes belong to the universal HSP/100 Clp AAA+ (ATPases
associated with a variety of cellular activities) ATPases known to be essential in
different stress responses in numerous Gram-positive bacteria. However, it is still an
open question whether HSP/100 Clp family genes encode probiotic traits in lactobacilli
and bifidobacteria. The research in this thesis derived from the hypothesis that stress
responses are a crucial part of the probiotic nature of the bacterium, and that
ClpATPases play an important role in probiotic characters.
In this thesis, I have examined the Clp family proteins of several bacterial species
containing probiotic strains, such as L. rhamnosus, Bifidobacterium longum and L.
gasseri. In order to investigate the distribution and expression of ClpATPases in
bacteria, 2-DE based high-throughput methods were applied. The roles of clpL genes
and their protein products in the stress responses of L. rhamnosus E-97800 and L.
gasseri ATCC 33323 were studied in more detail.
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2 REVIEW OF THE LITERATURE
2.1 Probiotics
About 1014 bacteria live in our body, the number being greater than the quantity of our
cells (Reid et al., 2003). The most bacteria rich body part of warm-blooded animals is
the large intestine. Bacterial communities in the bowel can reach densities of 1011 per
gram of content (Tannock, 2007). Overall, the gut microbiota makes a major
contribution to human health and disease (Guarner and Malagelada 2003). Probiotic
microbes are thought to act through a variety of mechanisms, such as the competition
with potential pathogens for nutrients or enterocyte adhesion sites, degradation of
toxins, production of antimicrobial substances, and immunomodulation (Silva et al.,
1987; Lewis and Freedman, 1998; Isolauri et al., 2001).
Probiotics have been used for a long time to modify the intestinal microbiota. The
premise for a microorganism being termed a “probiotic” include proper strain
characterization, clearly documented efficacy in clinical studies, safety of use by the
target population, instructions for route of administration, and dose applied
(FAO/WHO, 2002). Probiotics are defined as “live microorganisms which, when
administered in adequate amounts confer a health benefit on the host“ (FAO/WHO,
2001). In Japan, the Ministry of Health has acknowledged FOSHU (foods for
specialized health use) status for several probiotic products that it has considered
worthy of the health claims made about them.
The major organisms used as probiotics belong to the genera Lactobacillus and
Bifidobacterium. The interest to use strains of these genera on potential probiotics is
based on their association with healthy human intestinal tract (Limdi et al., 2006; Boyle
and Tang, 2006). Lactobacilli are also a natural part of the human diet since they are
present in fermented foods, especially in fermented milk products. One of the best
documented effects of probiotics is inhibition of diarrhoea. Lactobacillus rhamnosus
and L. reuteri are effective against diarrhoea of infantiles (Rosenfeldt et al., 2002;
Szajewska and Mrukowicz, 2005; Szajewska et al., 2001). A lot of data about the
effectiveness of lactobacilli against diarrhoea related to antibiotic treatment have been
reported. Lactobacillus acidophilus reduces the incidence of diarrhoea associated with
clindamysin (Orrhage et al., 1994) and ampicillin (Gotz et al., 1979). Lactobacillus
rhamnosus GG (Hilton et al., 1996) and L. acidophilus (Black et al., 1989) have
reduced the incidence but not the duration of traveller’s diarrhoea. Bifidobacteria are
the most abundant bacteria in gut of healthy breast-fed newborns (Harmsen et al., 2000;
Favier et al., 2002). The bifidobacterium population then decrease to a lower but stable
level in adults (Hopkins et al., 2001; Satokari et al., 2003). Bifidobacteria have been
shown to prevent and ameliorate rotavirus infections in infants (Saavedra et al., 1994;
Bae et al., 2002; Chouraqui et al., 2004). While most probiotic bacteria belong to the
genera Lactobacillus and Bifidobacteria, some strains belonging to the genera
Escherichia, Enterococcus, Bacillus, and even Saccharomyces are also used as
probiotics when supplemented with proved efficacy through clinical studies (Reid et
al., 2003).
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The molecular basis of probiotic traits is largely unknown, but widely considered to be
multifactorial and strain-dependent. When a probiotic bacterium reduces both the
incidence and duration of gastroenteritis it is believed to happen via enhancement of the
ability of the host to resist colonization by pathogen or by direct inhibition. Mucin gene
expression was shown to lead to an inhibitory effect on enteropathogenic E. coli in
vitro (Mack et al., 1999) and probiotics have been shown to up-regulate mucin gene
expression in a cell-culture model (Mattar et al., 2002). Moreover, probiotics are
proven positive modulators of the immune system, although the actual mechanism
remains to be determined (Vaarala, 2003; Merk et al., 2005). Substantial data have
shown that probiotic strains affect many immunological parameters and the innate or
non-specific immune system (reviewed by Senok et al., 2005). In addition to
probiotics, a concept for enhancing health not based on living organism, termed
prebiotics, has been developed. An excellent definition of a prebiotic is “a
nondigestible food ingredient beneficially affecting the host by selectively stimulating
the growth and/or activity of one or a limited number of bacteria in the colon and thus
improves host health” (Gibson and Roberfroid, 1995). Combinations of probiotics and
prebiotics are known as synbiotics. The available data on synbiotics concern animals
(Burns and Rowland, 2000; Pool-Zobel et al., 1996; Femia et al., 2002), but they might
be of major importance in health food in the future if they also prove to be safe and
effective to humans.
Molecular tools for studies of probiotic bacteria have been developed mainly during the
last 10 to 15 years. Research on lactic acid bacteria (LAB) and probiotics has been
boosted relatively recently by sequencing of the genomes of Lactococcus lactis subsp.
lactis IL1403 (Bolotin et al., 2001), Bifidobacterium longum (Schell et al., 2002),
Lactobacillus plantarum (Kleerebezem et al., 2003), Lactobacillus johnsonii (Pridmore
et al., 2004), two Streptococcus thermophilus strains (Bolotin et al., 2004), and
Lactobacillus acidophilus (Altermann et al., 2005). In addition to completed whole-
genome sequencing projects, several adaptation-related LAB plasmids have been
sequenced and annotated (Siezen et al., 2005).
2.2 Protein quality control
A central dogma of molecular biology is the conversion of genetic information into
active proteins. It has been estimated that about one fifth of all newly synthesized
proteins are degraded by cellular proteases most likely due to errors in transcription and
translation (Yen et al., 1980). The function of chaperones and proteases in the quality
control of proteins is based on their ability to fold/refold or degrade misfolded proteins.
The quality control of proteins already occurs under favourable growth conditions but
becomes particularly important under stress conditions. In Escherichia coli, the
ribosome-associated trigger factor together with DnaKJ-GrpE system assist the de novo
folding of at least 340 cytosolic proteins within a broad size range between 16 and
167 kDa (Deuerling et al., 1999), whereas GroEL chaperone machinery helps to fold
250–300 newly synthesized proteins, highly preferring those with a size of 20 - 60 kDa
(Houry et al., 1999). The actual numbers could be far higher than these estimates, since
substrates of these chaperones that are not prone to aggregatation or are rapidly
degraded by proteases can not be detected by the methods applied in the above-
Review of the literature 11
mentioned studies. The GroEL chaperone system is the only one that proved to be
essential in E. coli for growth at all growth temperatures (Fayet et al., 1989).
Interestingly, many of the proteins requiring the assistance of the GroEL system
immediately after their synthesis are prone to aggregatation and require GroEL for
conformational maintenance several times in their lifetime (Houry et al., 1999). Protein
quality control is especially important under conditions of increased non-native
proteins caused by environmental stressors such as bile salts or high temperatures.
Homeostasis in living organisms can be seen as a tendency to maintain a constant
concentration of proteins and other compounds, leading to steady-state cellular
processes. Although the physiological responses of bacteria to various stresses are
highly specific the general objective is homeostasis of cellular processes. For example,
after a heat shock the concentration of damaged proteins is increased. The cell responds
to this by increasing the synthesis of heat-shock proteins (HSPs) over the basal level to
enable folding, repair or degradation of damaged proteins until the concentration of
damaged proteins returns to the level before stress.
2.3 The heat-shock response
Physiological stress responses include both global and rather specific responses; in the
literature they are often divided into the general stress response and specific stress
responses. Another common division is between Gram-negative and –positive bacteria,
since the paradigms of regulation of the stress responses fundamentally differ between
them.
The heat-shock response is one of the best known physiological responses in all
kingdoms of life. The major heat shock proteins (HSPs) are conserved in evolution
(Bardwell and Graig, 1984), and function in the folding of proteins in unnative
conformations caused by stress (Gottesman et al., 1997). One ubiquitous class of HSP
consists of ATP-dependent proteases, which dispose of damaged proteins that cannot
be folded correctly (Maurizi, 1998). HSPs are also important during optimal growth,
since one third of the newly-synthesized cellular proteins do not spontaneously achieve
their biologically active 3-dimensional structure. It has been estimated that one in seven
nascent polypeptides is folded by chaperones (Teter et al., 1999; Ewalt et al., 1997) and
one in five is degraded by proteases (Yen et al., 1980) mostly due to errors in
transcription or translation. Mutations and certain stresses also direct proteins to the
quality-control system of protein synthesis in order to fold, or in the case of irreversible
damages to degrade them. In bacteria, the heat-shock response is regulated by different
mechanisms in Gram- and Gram+ model organisms (Wick and Egli, 2004; Schumann,
2003). The main difference is that in Gram- E. coli the response is mediated almost
exclusively via promoter switching by competition between alternative sigma factors in
binding to the RNA polymerase core enzyme (RNAP) whereas in Gram+ B. subtilis
many promoters are up- or down-regulated (Narberhaus, 1999) in addition to promoter
switching when bacteria faces hyperoptimal temperature.
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Bacteria are able to sense the temperature in their environment by many ways. One of
the best known mechanisms derives from the temperature-dependent secondary
structure of rpoH-specific mRNA. At low temperatures, the untranslated region (UTR)
of the 5'-end forms a secondary structure that prevents ribosome binding to it, leading
to a low expression level. However, when the temperature rises above a threshold, the
secondary structure 'melts down', allowing access to ribosomes and resulting in a
higher level translation of 32 (Tilly et al., 1989).
2.3.1 Regulation of the heat-shock response in (Gram-) E. coli
In E. coli, almost immediately after a mild heat stress (e.g. a shift from 30 to 42 °C)
HSP synthesis increases to a maximum induction (~ 15-fold) within 5 min (Herendeen
et al., 1979; Yamamori and Yura, 1980). In this state, more than 20% of the total
cellular proteins are HSPs (Herendeen et al., 1979). Rapid HSP synthesis is followed
by an adaptation phase in which the level of HSP gradually decreases. After 20 -30 min
the steady-state level of approximately twice the level prior the heat stress is achieved
(Lemaux et al., 1978). In E. coli, HSP synthesis is activated during heat stress by two
alternative  factors, 32 (Yura et al., 1984) and E (Erickson and Gross, 1989). 32 and
E are associated with cytoplasmic and extracytoplasmic stress, respectively. More than
30 and 40 genes have been identified to belong to 32 (Yura et al., 2000) and E
(Dartigalongue et al., 2001) regulons, respectively. The transcription of many of these
genes is potentially activated by both regulators, and cross-talk occurs to at least some
degree between the regulons, since the transcription of rpoH is activated by E
(Erickson and Gross, 1989). The level of 32 is controlled both via its synthesis rate and
its stability in a complex network of signals. Briefly, the major regulation of 32 occurs
at the level of translation; after a temperature increase the secondary structure of rpoH
mRNA changes, making it more prone to translation (Morita et al., 1999). The second
major controlling point of the 32 level (Fig. 1) is its rate of degradation by a set of
proteases (Kanemori et al., 1999; Morita et al., 2000).
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Figure 1. Heat shock leads to overcompetition of the heat-specific sigma factor and
an increased HSP concentration. The present model of the function of DnaK/J-GrpE
and GroEL/S machines in the regulation of the heat-shock response in E. coli is shown.
Heat shock leads to increased aggregation of heat-sensitive vegetative sigma factor
70) (open circles) and subsequent overcompetition of the heat-specific alternative
sigma factor ( 32) (shadowed triangle) in binding to the core RNA polymerase (RNAP),
and to finally an increased concentration of molecular chaperones. During the shutoff
period (recovery), the molecular chaperones, GroEL and DnaK, mediate proteolysis of
32 leading to retake of 70 (Blaszczak et al., 1995; Tomoyasu et al., 1998; Guisbert et
al., 2004).
2.3.2 Regulation of the heat-shock response in (Gram+) Bacillus subtilis
Bacillus subtilis is the model species for low G+C content Gram-positive bacteria. In B.
subtilis, the expression ~200 genes are induced at least 3-fold in response to a heat
shock (rapid temperature change from 37°C to 48-50°C) (Schumann, 2003). The heat-
induced genes in B. subtilis can be categorized into six classes (Hecker et al., 1996;
Darmon et al., 2002).
Class I comprises the classical chaperonin machines DnaK/J and GroEL/S, which are
regulated by an HrcA repressor (Schultz and Schumann, 1996). HrcA binds to its
palindromic operator sequence, CIRCE (controlling inverted repeats for chaperone
expression) (Zuber and Schumann, 1994; Schultz and Schumann, 1996), which is
usually located near or upstream from the structural gene. By binding to the CIRCE
operator, according to the present model, HrcA forms a sterical hindrance to RNA
polymerase repressing transcription of the following gene. The palindromic nature of
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from Thermotoga maritima was crystallized as a dimer (Liu et al., 2005) further
indicates that HrcA binds to its operator as a dimer.
Class II comprises a larger set of genes regulated by an alternative sigma factor SigB,
whose expression is induced by several stress conditions and is thought to activate the
general stress response (Petersohn et al., 2001; Price et al., 2001).
Into the class III are classified genes regulated by the CtsR (class three stress regulator)
repressor, including several members of the Clp family. CtsR binds to the
heptanucleotide repeat sequence located in the promoter area of a gene (Derré et al.,
1999).
The class IV contains only one gene (htpG; high temperature protein), presumably
encoding a chaperone, which is induced about 10-fold after heat stress (Schulz et al.,
1997). Interestingly, indirect evidence suggest that htpG expression is controlled by an
unidentified regulator that recognizes a heptameric regulatory site located on the htpG
promoter (Schulz et al., 1997). When the regulatory element was deleted, expression of
htpG was reduced (Versteeg et al., 2003); however, when the element was fused to a
promoter of a gene with constitutive expression it showed heat inducibility (Versteeg et
al., 2003). Taken together, htpG seems to be regulated by a positive regulator.
The class V genes are under the regulation of a two-component signal transduction
system, CssRS (control of secretion stress regulator and sensor) (Darmon et al., 2002).
This class currently comprises two genes (htrA1 and htrA2) encoding putative
membrane-associated proteases (Darmon et al., 2002). The promoters of both genes
contain a consensus octameric sequence. The observations that (1), the expression of
htrA1 and htrA2 does not respond to puromycin (known to generate misfolded proteins
in cytosol) in the medium (Darmon et al., 2002) and (2) CssS function is essential
under conditions of saturated secretion apparatus (Hyyryläinen et al., 2001) suggest
that CssS histidine kinase senses extracytoplasmic nonnative proteins (Darmon et al.,
2002).
Class VI comprises at least ten heat shock responsive genes that are controlled by
regulators not described thus far.
The present model for the heat-shock sensing in B. subtilis (Fig. 2) is highly analogous
to the titration model for 32-regulon in E. coli. In B. subtilis, the negative heat shock
regulator (HrcA) is positively modulated by the GroEL/S chaperone system (Mogk et
al., 1998) while for 32 in E. coli, the master (positive) regulator is sequestered or
negatively modified by DnaK (Tilly et al., 1983, 1989; Straus et al., 1990; Blaszczak et
al., 1995; Tomoyasu et al., 1998), and to at least some degree directed to the
proteolysis via DnaK (Guisbert et al., 2004). HrcA is a repressor protein that becomes
aggregated and nonfunctional in vivo when GroEL is titrated away by nonnative
proteins produced after a stress (Babst et al., 1996; Mogk et al., 1997) which leads to
the derepression or increased transcription of heat-shock genes. HrcA binds to a
heptanucleotide inverted repeat element (CIRCE) usually located near -10 and -35
boxes (Yuan and Wong, 1995). During the shutoff period nonnative proteins are
diminished leading to a high concentration of free GroEL, which eventually leads to
increased HrcA activation and repression of the HrcA-regulon.
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Figure 2. Heat shock leads to GroEL titration by non-native proteins and
derepression of HSP expression. GroEL regulates its own expression in B. subtilis.
An increased concentration of denatured proteins titrate GroEL which favours the
aggregation of HrcA, and subsequently, the derepression of chaperone (DnaK and
GroEL) machinery expression in order to maintain the proper folding status of cellular
proteins (Yuan and Wong, 1995; Babst et al., 1996; Mogk et al., 1997).
2.3.3 Regulation of the heat-shock response in (Gram+) LAB and bifidobacteria
Lactococcus lactis has become a model organism for several reasons. In addition to
being widely used as a starter in the dairy industry, L. lactis has a relatively
straightforward type of metabolism, obtaining most of its energy from lactic acid
fermentation (Benthin et al., 1994), and the function and energetics of sugar and amino
acid transport is well characterized in L. lactis simplifying energy calculation and
modelling (Poolman, 1993). Moreover, the L. lactis strains isolated from the dairy
environment provide a bacterial model system of multiple auxotrophic phenotypes
since it has adapted to the excess of nutrients over several hundreds or even thousands
of years (Godon et al., 1993).
The CtsR regulon has been characterized in L. lactis (Varmanen et al., 2000). Indirect
evidence suggests that HrcA-dependent regulation has been conserved in L. lactis.
Firstly, a complete CIRCE was needed for efficient thermoinduction of the dnaK
operon (van Asseldonk et al., 1993). Secondly, it has been shown that an anti-HrcA
serum can detect a protein from Streptococcus thermophilus, a close relative of L.
lactis, which is able to bind to a CIRCE sequence (Martirani et al., 2001). Thirdly, in
another closely-related bacterium, S. mutans, deletion of the hrcA gene led to the
derepression of the GroEL operon (Lemos et al., 2001). However, the inability of L.
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be explained. Notably, the salt stress response of L. lactis is highly similar to the heat-
shock response (Kilstrup et al., 1997), which is not the case in B. subtilis, possibly
reflecting the adaptation of L. lactis to the dairy environment where these two stressors
co-exists.
The most striking difference in heat shock response regulatory strategies between the
LAB model organism L. lactis and B. subtilis is that the genome of L. lactis does not
carry a heat-specific alternative sigma factor (Wegmann et al., 2007). No information is
available about the regulation of the heat-shock response in lactobacilli. This is at least
partly due the LAB model organism status of L. lactis with feasible genetic
transformation and gene inactivation techniques that are not yet available for most
lactobacilli.
Bifidobacteria are Gram-positive anaerobic, non-motile, non-sporulating, non-gas-
producing, usually catalase-negative micro-organisms belonging to the Actinobacteriae
group. The most extensively studied organisms of this group are Streptomyces
coelicolor and Corynebacterium glutamicum. Little is known about the heat-shock
responses of bifidobacteria. Apparently, the Actinobacteriae group is diverse and
inhabits various ecological niches and this is most likely why the stress responses are
regulated and organized very differently among bacteria in this group. For example, the
S. coelicolor A3 genome codes for 65 alternative sigma factors (Bentley et al., 2002)
while only one can be localized into the genome of Bifidobacterium longum NCC2705
(Schell et al., 2002). However, studies on bifidobacterial stress responses and their
regulation have been boosted by the genome sequencing of Bifidobacterium longum
NCC2705 (Schell et al., 2002) and B. breve UCC2003 (cited in Ventura et al., 2006).
An HrcA encoding gene was recently characterized in B. breve and, interestingly, the
operon encoding hrcA was shown to be highly expressed after osmotic stress but not
during heat shock (Ventura et al., 2005a). This possibly reflects its ecologic niche, the
GIT, where the temperature is rather constant while osmotic conditions fluctuate due to
the variations in the diet. Recently, two clpP peptidase encoding genes were found to
be highly expressed as a bicistronic unit in B. breve after heat shock (Ventura et al.,
2005b). Moreover, a transcriptional regulator of clp gene expression in Streptomyces
(Bellier and Mazodier, 2004), ClgR (for the clp gene regulator), was shown to bind
specifically to the promoter area of clpP1P2 from Bifidobacterium breve, strongly
suggesting that it is also a clp-specific regulator in bifidobacteria (Ventura et al.,
2005b). Notably, purified ClgR was able bind to the promoter region of clpP1P2 only
in the presence of crude lysate from heat-stressed B. breve cells. In addition, the
binding activity was lost upon proteolysis of the heat-stressed crude lysate. Moreover,
in pull-down assays using purified recombinant ClgR and heat-stressed crude lysate, a
protein of 56 kDa was co-purified. Taken together, these results indicate a novel
positive proteinaceous modulator of ClgR in bifidobacteria (Ventura et al., 2005b).
Some organisms use more than one transcriptional regulator to control the production
of certain HSPs indicating that the HSP concentration needs to be fine-tuned both in the
absence of stress and under challenging conditions. For instance, in Agrobacterium
tumefaciens and Caulobacter crescentus the control of heat-shock gene expression is
mediated via both CIRCE and 32 (Mantis and Winans, 1992; Reisenauer et al. 1996;
Roberts et al., 1996; Segal and Ron, 1993; Segal and Ron, 1995). In Streptococcus
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salivarius, the ClpP (Chastanet and Msadek, 2003), and Staphylococcus aureus
(Chastanet et al., 2003), the classical chaperones, GroEL and DnaK, are under the
dualistic regulation of HrcA and CtsR regulators. In S. aureus, only two classes of heat-
shock genes can actually be identified, since CtsR and HrcA respond to the same
signals and the HrcA regulon is embedded in the CtsR regulon (Chastanet et al., 2003).
In Streptococcus group these two heat shock regulons partially overlap since DnaK is
regulated by HrcA but GroEL is regulated by both HrcA and CtsR (Chastanet and
Msadek, 2003; Chastanet et al., 2003).
2.4 Physiological adaptation and the general stress response
A brief pre-treatment of bacteria with stress can lead to physiological adaptation to
forthcoming more sever stress caused by the same stressor. A well-studied example of
physiological adaptation is the acid adaptation of enteric bacteria (Foster, 1999; Foster
and Hall 1990; Tiwari et al., 2004; Koutsoumanis and Sofos, 2004). The phenomenon
has also been studied and well documented in lactobacilli (Lemay et al., 2000; Lorca et
al., 2002; Lorca and Valdez, 2001). For example, L. acidophilus CRL 639 cells
subjected to sublethal acid stress (pH 5.0 for 60 min) were found to confer resistance
against subsequent exposure to a lethal pH (pH 3.0) (Lorca et al., 2002).
Recently, heat adaptation was shown to improve the technological characteristics of L.
helveticus, including proteinase and peptidase activities during its propagation in
cheese whey (Di Cagno et al., 2006). Desmond and co-workers (2004) found only
moderately increased stress tolerance after overproduction of the GroEL chaperone
system (up to 20% of the total cellular protein) during heat stress of L. paracasei and L.
lactis (Desmond et. al, 2004). This fact might reflect the involvement of other factors
than GroEL system during heat stress. Overexpression of GroEL was achieved using
plasmid vectors which might cause cellular stress via their metabolic burden (Ricci and
Hernandez, 2000).
It was later observed that when cells were initially pre-treated (adapted) with a mild
stress prior to severe challenge, resistance was also induced for some other stresses (for
example, see Völker et al., 1992). In nature, bacteria are only rarely in the exponential
growth phase due to suboptimal growth conditions. However, early in the development
of molecular biology it became widely accepted practice to almost exclusively study
exponentially growing Escherichia coli cells. The general stress response is strongly
connected to the stationary phase of growth and, mostly because of this discrepancy,
the concept of the general stress response in bacteria is relatively recent. While stress-
specific proteins defend the cell against particular environmental insults such as
osmotic or oxidative stress, all the proteins whose synthesis is increased in response to
multiple stress conditions providing resistance to subsequent stresses are considered to
belong to the general stress response (Foster and Hall, 1990; Tao et al., 1989). In this
mode of stress response a bacterium survives an otherwise lethal stress due to the
increased concentration of the proteins synthesised after the sub-lethal stress.
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Cells of L. collinoides pretreated with heat stress are 1860-fold and 190-fold more
tolerant against subsequent acid and ethanol challenges, respectively, than non-adapted
control cells (Laplace et al., 1999). L. rhamnosus GG cells pre-terated with a high
hydrostatic pressure were able to resist an otherwise lethal temperature (Ananta and
Knorr, 2004). However, pre-adaptation to a stress condition does not always induce
cross-protection. This was exemplified by acid-pretreated L. collinoides showing a 30-
fold lower survival rate after heat stress compared to non-adapted cells, indicating that
acid stress could not induce thermotolerance in this bacterium (Laplace et al., 1999).
The storage stability of L. rhamnosus HN001 was substantially increased after a
sublethal stress such as heat or osmotic stress (Prasad et al., 2003). The largest increase
in the storage stability of L. rhamnosus HN001 was observed after sublethal heat stress
during stationary phase (Prasad et al., 2003). It was demonstrated for L. paracasei
(Desmond et al., 2004) that heat adapted cells showed increased tolerance against
spray-drying, which otherwise cause a substantial loss of viability. Survival of
lyofilization of Lactobacillus delbrüeckii subsp. lactis is considerably increased after
osmotic or heat stress (Koch et al., 2007).
LAB growing in the stationary phase and/or subjected to starvation can also develop
multiple stress resistance (general stress response) (Kim et al. 1999; Hartke et al.,
1994), but further studies are needed to get a comprehensive view of the general stress
response and particularly its regulation in LAB. While the alternative sigma factors
regulate the general stress responses in the model bacteria E. coli and B. subtilis, their
counterparts in LAB are not yet characterized. The SigB-dependent general stress
response does not occur in strictly or facultatively anaerobic bacteria including LAB
(Hecker et al., 2007). However, a small HSP encoding gene is preceded by a putative
sigB-dependent promoter in L. plantarum (Spano and Massa, 2006). L. plantarum
WFCS1 encodes for three alternative sigma factors yet to be characterized
(Kleerebezem et al., 2003). The genome of B. longum NCC 2705 and B. breve
UCC2003 contain one and two genes showing homology to alternative sigma factors
(Ventura et. al, 2006) but their putative contribution to stress responses awaits
investigation.
2.5 Clp family
Clp proteins are important to the various cellular processes under both the normal
physiological condition and during the stress. Clp family proteins have been studied for
almost two decades, since Katayama and co-workers (1988) purified a novel protease
to homogeneity from E. coli cell extracts. They found this protease to possess
caseinolytic activity in vitro, and hence named it as Clp (Caseinolytic protease).
Katayama and co-workers (1988) showed that Clp is a two-component protease and
proposed a model in which an ATP-binding regulatory subunit (named ClpA) interacts
with and activates the proteolytic activity of the protease component (named ClpP). Clp
family proteins constitute a conserved protein family that can be divided into
structurally distinct but functionally closely-related subfamilies: ClpP peptidases
(Maurizi, 1998) and Clp/HSP100 AAA+ ATPases which act as chaperones when alone
(Wawrzynow et al., 1996) but confer substrate specificity to the protease complex
when associated with ClpP peptidase.
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2.5.1 ClpP peptidase
ClpP is a serine peptidase subunit of the ATP-dependent protease complex. Alone,
ClpP has only peptidase activity (Katayama et al., 1988) and requires association with
an ATPase subunit in order to be an active protease. In the functional protease, two
adjacent barrel-shaped ClpP heptamers (Maurizi et al., 1990) containing 14 active sites
inside the proteolytic core are associated at one or both ends of the barrels with a ring-
like hexameric (Maurizi, 1991) Clp/HSP100 AAA+ ATPase. ClpATPases select the
substrate(s) to be degraded. According to the present model of Clp-dependent
proteolysis, which is based primarily on studies with E. coli, ClpATPases bind to the
substrates labelled with ATP which is followed by unfolding and translocation of the
substrates through a narrow proteolytic chamber, resulting in degradation in an ATP-
dependent manner (Wickner et al., 1999; Sauer et al., 2004). The number of paralogous
genes encoding ClpP peptidase within in a genome varies among bacteria. Most
eubacterial genomes code for only one ClpP, while some bacteria belonging to the
actinobacteria group were found to posses several orthologs. Two clpP genes are
present in Mycobacterium tuberculosis, four were found in the cyanobacterium
Synechococystis, and at least five are present in Streptomyces coelicolor (Viala et al.,
2000). All genomes of the genus Lactobacillus so far sequenced have been found to
code for only one clpP gene. However, in Bifidobacterium breve, two clpP genes are
present and expressed as a bicistronic operon (Ventura et al., 2005b). Moreover, in L.
monocytogenes, a Gram-positive pathogen and model organism for intracellular
growth, two clpP genes were found (Chastanet et al., 2004), and at least one of them
being essential for intracellular parasitism under stress conditions (Gaillot et. al, 2001).
2.5.1.1 ClpP in B. subtilis
ClpP is an essential protein in B. subtilis during conditions leading to increased
misfolding of proteins, such as high temperature (Gerth et al., 1998). Moreover, ClpP is
essential for competence development, degradative enzyme synthesis, motility, and
sporulation (Msadek et al., 1998). In 2-DE gel electrophoresis studies of clpP deficient
B. subtilis, a number of substrate candidates for proteolysis via ClpP have been
identified (Kock et al., 2004a). Interestingly, among them are proteins catalysing the
first step of certain biosynthetic pathways (Kock et al., 2004a), indicating a regulative
role for ClpP. This type of regulation of biosynthetic pathway by ClpP was recently
demonstrated, as MurAA, the first enzyme in peptidoglycan biosynthesis, is targeted
for ClpP-dependent degradation in B. subtilis (Kock et al., 2004b). Another example
highlighting the regulatory role of ClpP comes from a recent study demonstrating that
an anti-sigmafactor of the B. subtilis extra cytoplasmic sigma factor (ECF sigma factor)
W is degraded mostly by ClpXP and ClpEP protease complexes after alkaline stress
(Zellmeier et al., 2006), which leads to activation of W. It has been estimated that 1650
(Gerth et. al, 2004) and 3000 (Østerås et al., 1999) tetradecameric ClpP complexes are
respectively present in exponentially growing and starving B. subtilis cells.
Interestingly, the high number of ClpP complexes relative to the ATPase-binding
subunits suggests that there is no competition between ClpATPases for ClpP (Gerth et.
al, 2004). Protein turnover rate is substantially reduced in the B. subtilis clpP mutant
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during the exponential growth phase, stationary phase and heat-stress (Kock et al.,
2004a), indicating that ClpP is a major protease in the organism. Most strikingly, in the
absence of ClpP even under normal growth conditions bulk protein formed dead-end
protein aggregates at high level (Kock et al., 2004a), suggesting that the chaperone
activity of classical chaperons DnaK and GroEL and/or ClpATPases is somehow linked
to the presence of ClpP peptidase in B. subtilis. However, these genetic evidences for
this connection between proteolysis and chaperone activity awaits support from in vitro
studies.
2.5.2 Clp/HSP100 AAA+ ATPases
The Clp/HSP100 family belongs to the ring-forming AAA+ (ATPases associated with
diverse cellular activities) superfamily of ATPases (Neuwald et al., 1999). ClpA or
ClpX are the regulatory subunits (Kessel et al., 1995; Flynn et al., 2003) in proteolytic
Clp complex in E. coli. Association of ClpX with ClpP has been shown by mutational
studies to be mediated by a conserved I/(VM)-G-F/(L) tripeptide motif located in the
surface of the AAA or nucleotide-binding domain (NBD) facing ClpP (Kim et al.,
2001). Moreover, in completely sequenced bacterial genomes the tripeptide motif is
found in most ClpA, ClpC, ClpE and ClpX subfamily members (Kim et al., 2001). In
addition, at least one Clp/Hsp100 protein with the motif is found in each completely
sequenced organism possessing a ClpP ortholog (Kim et al., 2001). In contrast, the
tripeptide is not present in any of the ClpATPases in the genomes of Methanobacterium
thermoautotrophicum and Mycoplasma genitalium lacking a gene encoding ClpP (Kim
et al., 2001). Most Clp/HSP100 AAA+ ATPases have two distinct 230-residue AAA
domains while some AAA+ ATPases, exemplified by ClpX, contain only one NBD
(Maurizi and Xia, 2004). ClpA (Guo et al., 2002) and ClpX (Singh et al, 2001) have
been crystallized as hexamers.
2.5.2.1 ClpATPases in low G+C content Gram-positive bacteria
Many ClpATPases, such as ClpX, ClpC, and ClpE act as a substrate selector part of the
bipartite cellular protease (Frees et al., 2007) while the function of others, such as
ClpL, remains largely unknown. Some ClpATPases, have been exlusively found in
Gram-positive bacteria to date, such as ClpE (Derré et al., 1999) and ClpL (Huang et
al., 1993). In Gram-positive bacteria, ClpA has not yet been found, but ClpC as an
evolutionary equivalent of ClpA (Shanklin et al., 1995), ClpX (Krüger et al., 2000;
Wiegert and Schumann, 2001), and ClpE (Gerth et al., 2004) are most likely the
regulatory subunits associated with the ClpP protease.
Many secreted proteins, like trypsin, degrade practically all proteins they meet. Any
protein containing accessible lysine or arginine is cleavaged by trypsin. In contrast,
intra-cellular proteases have to be highly specific to prevent unfavourable proteolysis of
cellular proteins. Thus, there is a great challenge for the right protease to degrade the
correct protein at the correct time. The substrate specificity of different ClpATPases is
further increased by specific adaptors. Developments have recently been made in
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demonstrating how substrate specificity of ClpC ATPase is mediated in B. subtilis
(Kirstein et al., 2006; 2007).
ClpC
A developmental cycle termed competence leading to increased DNA intake in B.
subtilis is controlled by ClpCP-mediated proteolysis (Turgay et al., 1998). According
to the current model, ComK, the transcriptional activator of competence genes in
B.subtilis, is targeted at ClpCP during exponential growth in a MecA-dependent
manner (Persuh et al., 1999; Turgay et al., 1998). In the stationary phase, a quorum-
sensing induced protein, ComS, overcompete MecA from binding to ComK, which
leads to proteolysis of MecA, increased stability of ComK, and finally increased
transcription of ComK-activated genes (Persuh et al., 1999; Turgay et al., 1998).
Recently, Kirstein et al. (2006) showed that MecA not only enhances the substrate
specificity of ClpCP but also catalyses the oligomerization step of ClpC. MecA is the
first adaptor protein shown to be involved to oligomerization of Clp/HSP100 ATPase.
It remains to be studied whether this trait is specific to MecA from B. subtilis or is
ubiquitous for adaptor proteins.
ClpX
A small amount of controversial data has been published concerning the function of
ClpX in stress responses in Gram-positive bacteria. Deletion of clpX lowered the heat
tolerance of the B. subtilis (Gerth et al., 1998) while clpX inactivation increased the
heat tolerance of S. aureus (Frees et al., 2003; 2004). The expression of clpX is not
heat-inducible in S. lividans (Viala and Mazodier, 2003) or Caulobacter crescentus
(Østeras et al., 1999) while it can be induced by heat shock in L. lactis (Skinner and
Trempy, 2001). Recently, clpX was shown to be among the essential genes in
Streptococcus pneumoniae R6, while clpP is not (Robertson et al., 2003), suggesting
that ClpX also functions in ClpP-independent way(s) in this organism. No ClpX
encoding gene has been characterized to date from either lactobacilli or bifidobacteria.
ClpE
ClpE is a ClpATPase with an N-terminal zinc-finger domain (Derré et al., 1999).
Apparently, ClpE has the tripeptide motif known to mediate association with the
functional protease (Kim et al., 2001). Recently, ClpE was shown to be able to
associate with ClpP (Gerth et. al., 2004). ClpE is the first Clp protein to be induced
after (<10 min) heat stress, its copy number is lowest in exponentially growing cells,
and its half-life is shortest among the Clp proteins in B. subtilis (Gerth et al., 2004).
Interestingly, whereas clpE from B. subtilis is heat-stress-inducible its mutant has no
obvious phenotype (Derré et al., 1999). However, the clpE mutant of L. monocytogenes
showed attenuated virulence (Nair et al., 1999). In B. subtilis (Gerth et al., 2004) and L.
lactis (Varmanen et al., 2003), respectively, expression of ClpE is strongly and
moderately repressed by CtsR under physiological conditions. Moreover, clpP
expression shows prolonged derepression both in B. subtilis (Miethke et al., 2006) and
in L. lactis (Varmanen et al., 2003), suggesting ClpE-dependent modulation of the
CtsR regulon. Whereas CtsR is partially stabilized after heat stress in clpC or clpE
Review of the literature22
mutant strains, it is fully stabilized in the clpCE double mutant of B. subtilis (Miethke
et al., 2006), indicating that ClpEP has a crucial role of in the proteolysis of CtsR. The
ATPase activity of ClpE derivative from B. subtilis lacking the N-terminal zinc finger
domain was reduced to about one tenth of the native ClpE ATPase activity in vitro
(Miethke et al., 2006). Mutational analysis of the zinc-finger domain of ClpE from L.
lactis revealed that it participates in restoring the basal level of ClpP after stress
(Varmanen et al., 2003). These findings indicate that the zinc finger domain is essential
to the function of ClpE.
ClpB
ClpB function differs fundamentally from other molecular chaperones. Like many
ClpATPases ClpB is able to form homohexamers (Lee et al., 2003). Instead of
associating with cellular protease (Parsell et al., 1994; Woo et al., 1992; Kim et al.,
2001), it cooperates with DnaK/Hsp70 chaperone machinery forming a bi-chaperone
system in order to disaggregate stress-damaged proteins (Doyle et al., 2007). In E. coli
they act synergistically in the presence of an aggregated substrate, since the ATPase
activity of these machineries together is 2-fold higher than the sum of their individual
ATP hydrolysis rates (Doyle et al., 2007). Unusually, clpB is not present in the B.
subtilis genome, but was found to be carried in the genomes of several other Bacillus
species (Namy et al., 1999). ClpB is needed for induced thermotolerance and virulence
in Gram-positive pathogenic L. monocytogenes (Chastanet et al., 2004), and induced
thermotolerance in S. aureus (Frees et al., 2004). In some Gram-positive bacteria, the
induction of clpB by heat was demonstrated while no obvious phenotype was
associated with respective mutants (Ingmer et al., 1999; Grandvalet et al., 1999).
Recently, it was shown that in Gram-positive halophilic lactic acid bacteria
Tetragenococcus halophilus, the structure of ClpB varies depending on stress and ATP
(Sugimoto et al., 2006). In the presence of ATP, ADP, or its slowly-hydrolysable
analog, ATP S, it forms hexamers (Sugimoto et al., 2006). E. coli ClpB (Zolkiewski et
al., 1999) and Thermus thermophilus (Watanabe et al., 2002) ClpB hexameric forms
are also induced by ATP and ATP S, while in the presence of ADP only 2- 5-mers
were detected. Moreover, when T. halophilus recombinant ClpBTha was incubated at
high temperature only mono- and dimers were detected (Sugimoto et al., 2006). Future
studies are needed to assess whether the structure and function of ClpB varies between
species.
ClpL
A ClpL encoding gene is missing from the genome of B. subtilis, but present in the
genomes of Gram-positive bacteria with a low GC content, such as Streptococcus
pneumoniae (Kwon et al., 2003) and Staphylococcus aureus (Frees et al., 2004) and in
a lactococcal plasmid (Huang et al., 1993). The conserved I/(VM)-G-F/(L) tripeptide
motif needed for interaction between a ClpATPase and ClpP (Kim. et al., 2001) can not
be found in ClpL. ClpL protein has been shown to function as a chaperone in vitro
(Kwon et al., 2003), and to be important under heat stress conditions in several bacteria
(Kwon et al., 2003; Frees et al., 2004). Moreover, ClpL is involved in virulence gene
expression in Streptococcus pneumoniae (Kwon et al., 2003), and is important in the
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pathogenesis of Streptococcus pneumoniae (Polissi et al., 1998; Hava and Camilli,
2002).
The expression of clpL is substantially increased in several stress conditions and in the
stationary phase in Oenococcus oeni (Beltramo et al., 2004), suggesting that it is a
crucial part of stress responses and has a role in stationary-phase-related protein
turnover in this organism. ClpL ATPase has been shown to be essential at high
temperature, since ClpL deficient cells of Streptococcus pneumoniae has a greater
generation time (Kwon et al., 2003). Moreover, the ability of heat-adapted clpL
deficient S. aureus and exponentially-growing clpL deficient Streptococcus
thermophilus cells to form colonies is reduced after exposure to a lethal temperature
(Frees et al., 2004). Frees et al. (2004) showed that the survival rate of ClpL-deficient
S. aureus at lethal temperature was reduced 10- and 100-fold, respectively, in the
genetic background of a lower and higher expression level of ClpL. Moreover, clpB
inactivation had only a minor effect on the ability of S. aureus to form colonies after
exposure to a lethal temperature with the genetic background of a higher ClpL
expression level, while the clpB deficient strain with the genetic background of a lower
ClpL level lead to a very low survival rate under the same conditions (Frees et al.,
2004).
Recently, a ClpL encoding gene in L. reuteri was shown to be up-regulated at low pH
(Wall et al., 2007). Moreover, a clpL-disruption mutant of probiotic L. reuteri showed a
decreased survival rate at low pH when compared to its parent culture (Wall et al.,
2007). These data might indicate a role of ClpL in L. reuteri during adaptation to an
acidic environment such as in the gastric juice. Taken together, these results point
towards ClpL having a role in the removal of aggregated or otherwise heat-damaged
proteins by a still unknown mechanism.
2.6 Proteomic approaches for studying potentially probiotic bacteria
Over 500 bacterial genome sequences are currently (year 2007) available in public
databases, representing hundreds of different species as well as multiple strains of the
same species. Many studies have focused on changes in the transcription of genes of
interest. However, these studies are not able to measure whether the genetic
information is translated into proteins, and do not take into account the stability and
activity of the corresponding protein products. Therefore, an overview of the protein
composition of a bacterium under particular conditions is of great importance to
researchers. Proteomics can be defined as the qualitative and quantitative comparison
of proteomes, the protein complements of a genome, under different conditions to
further unravel biological processes.
Most proteome studies use two-dimensional gel electrophoresis (2-DE) for protein
separation. It was simultaneously invented by Klose and O’Farrell already in the
1970s’. In 2-DE, proteins are first separated according to their isoelectric point and then
molecular weight. It enables efficient separation and relative quantification of complex
protein mixtures, which is very useful in kinetic studies. The relative amount of a
protein at different environmental conditions can be measured e.g. by using fluorescent
Review of the literature24
dyes. Kinetics of protein synthesis under different conditions can be measured e.g.
using radioactive amino acids in pulse-chase experiments. Bacteria are perfectly suited
to proteomic studies due their single-cell organization and the relatively small number
of proteins encoded in their genomes. The proteome is highly dynamic and considered
to largely reflect the physiological status of the cell. For example, protein profiles in
optimally growing and stressed cells can be extremely diverse. In B. subtilis cells, the
synthesis of approximately 400 and 150 proteins is substantially decreased and
increased, respectively, when the growth is stopped by glucose starvation (Bernhardt et
al., 1999). When the general stress response of B. subtilis was analyzed by 2-DE-based
proteomics more than 60 uncharacterized genes belonging to the B-regulon were
found (Petersohn et al., 2001).
While the potential of gel-based proteomic methods to stress response studies is
considerable, there are certain drawbacks. Even though thousands of proteins can be
separated and analyzed with 2-DE in a single experiment, not all the proteins from an
organism are present in a gel. Usually only the soluble part of the total proteome is
available for study since the proteins of low solubility (e. g, membrane-derived
proteins) are not present in the gel. Also very large and small as well as acidic (low pI)
and basic (high pI) proteins are poorly represented in 2-DE analysis. These drawbacks
have prompted the development of gel-free alternatives to complement 2-DE-based
proteomics. In this approach the proteins are digested into peptides followed by peptide
separation by multidimensional liquid chromatography, and analysis online by
electrospray ionization mass spectrometry (Washburn et al., 2001; Link, 2002) or
offline by MALDI-TOF MS (Zhang et al, 2004).
Many research groups have begun to study the pathophysiology of several low GC%
Gram-positive pathogens, such as Staphylococcus aureus as well as the intimate
interactions between probiotic bacteria and their host. Several proteomic studies have
been published concerning technologically relevant physiological responses in LAB:
The cell wall/surface-associated proteome of L. salivarius has been assessed (Kelly et
al., 2005) and a non-gel based proteomic study applied to Bifidobacterium infantis
(Vitali et al., 2005). A proteomic study revealed 34 proteins to be differentially
expressed in Bifidobacterium longum after bile salt stress (Sánchez et al., 2005) The
cytosolic proteome of L. plantarum as a function of the growth cycle was recently
published (Cohen et al., 2006). The physiology of the stress responses of several
lactobacilli has also been investigated by means of proteomics. At least 20 proteins
were up-regulated after heat shock in Lactobacillus delbrüeckii subsp. bulgaricus
(Gouesbet et al., 2002) and L. acidophilus (Broadbent et al., 1997) although all of them
were not identified. In L. sanfranciscensis, thirteen proteins showed differential
expression after exposure to high pressure demonstrating that they might be part of the
machinery regulating or alleviating the effects of stalled protein synthesis (Drews et al.,
2002). More than 20 proteins were increasingly synthesized in L. collinoides (Laplace
et al., 1999) and L. sanfranciscensis (De Angelis et al., 2001) after subjection to acid
stress. The identities of most of these proteins were strain-specific. A few proteins were
common to both. They were known heat shock proteins suggesting that there is a
general stress response in these bacteria.
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3 AIMS OF THE STUDY
Representative strains of bacterial species used as probiotics were chosen for this study.
The aim was to investigate the responses of these bacteria to various stresses simulating
the natural conditions bacteria have to face, such as a temperature increment in the
production, acidity during the storage period, and the presence of bile salts in the
gastrointestinal tract. Moreover, the role of ClpL ATPases in the stress tolerance of
these bacteria was assessed.
The specific goals of the present study were:
1) To characterize two orthologous clpL genes in L. rhamnosus E-97800 (Study I);
2) To gain insights into the stress-specific proteome of Bifidobacterium longum by 2-
DE and immunoblotting (Study II);
3) To study the heat-shock responses of L. brevis, L. reuteri and L. rhamnosus using 2-
DE-based proteomics (Study III);
4) To investigate the specific role of ClpL ATPase in the stress responses of L gasseri
ATCC 33323 by mutational studies, DIGE, and mass spectrometric identifications
(Study IV).
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4 MATERIALS AND METHODS
The bacterial strains and plasmids used in this work are listed in Table 1. The methods
are described in detail in the original publications and are summarized in Table 2.





Article Source or reference
Bacterial strains
Lactobacillus rhamnosus
ATCC 7469T type strain I ATCCa
E-97800 human fecal isolate I, III VTTb; Kontula et al.,
1999
GG (ATCC 53103) human isolate I ATCCa










spontaneous mutant of L.
plantarum FB335





type strain I ATCCa
Lactobacillus gasseri
ATCC 33323 neotype, DSM 20243 IV ATCCa
AS1 ATCC 33323 derivative
with 0.9-kb deletion in
clpL
IV This work
AS2 ATCC 33323 harboring
plasmid pKTH2095
IV This work
AS3 AS1 harboring plasmid
pKTH2095
IV This work
















laboratory strain III Gasson, 1983
Escherichia coli
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Plasmids Relevant property
or genotype(s)
Article Source or reference
pCR2.1-TOPO  cloning vector I Invitrogen
pTN1 conditionally replicating vector
for an allelic replacement
IV Neu and Henrich, 2003
pAS1 pTN1 with 1.1-kb fragment
containing 0.9 kb in-frame
deletion in the clpL
IV This work
pQE30 IPTG-controlled overexpression IV Qiagen
pKTH5202 pQE30 with 1.1-kb fragment
encoding HrcA
IV This work
pKTH2095 lactobacillar expression vector IV Savijoki et al., 1997
pAS2 pKTH2095 with 2.4-kb fragment
containing the clpL region
IV This work
a ATCC, American type culture collection
b VTT, Technical Research Centre of Finland, Espoo, Finland
Table 2. Methods used in this study
Method     Described and used in
Genetic methods
Isolation of total DNA I
Isolation of plasmid DNA I, IV
Cloning to pCR2.1-TOPO (for sequencing) I
Cloning to pTN1 (for an allelic replacement) IV
Cloning to pQE30 (for overproduction) IV
Cloning to pKTH2095 (for complementing) IV




Southern and dot blot hydridization I
Northern hybridization I, IV
5’-end mapping of a transcript I
Protein assays
SDS-PAGE IV
Western blotting II, III, IV
Expression of His-tagged recombinant protein IV
2D-PAGE II, III, IV
Mass spectrometry II, IV
Protein and peptide identifying II, IV
Physiological characterization
Bioscreen C growth monitoring system I, IV
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5 RESULTS AND DISCUSSION
To be able to function as a probiotic, bacteria have to tolerate several stress factors,
such as an acidic pH and bile salts, throughout the GIT. Several bacterial species are
unable to survive the challenging conditions in the stomach, while others can survive
the passage by utilizing various defence mechanisms. These mechanisms often involve
changes in gene expression and phenotype. A common model stress condition used to
examine the stress responses of a microbial system is heat shock.
This work consisted of two parts in connection with the following objectives: 1) to
characterize the clpL genes and their products in two potentially probiotic Lactobacillus
strains and 2) to utilize and evaluate the efficiency of 2-DE-based proteomic
approaches for the investigation of stress responses in potentially probiotic bacteria.
5.1 Characterization of clpL genes and their products from selected LAB
Clp family proteins are well-known virulence factors in a number of pathogenic
bacteria, including Streptococcus pneumoniae and Staphylococcus aureus (Frees et al.,
2007), but the role of Clp family proteins in the probiotic nature of bacteria has not
been widely studied. Genes encoding ClpL ATPase and their products were
characterized in L. rhamnosus E-97800 (I) and L. gasseri ATCC 33323 (IV),
respectively, representing L. casei and L. acidophilus-L. delbrüeckii groups of
lactobacilli, which are rich in strains with probiotic attributes.
5.1.1 Distribution and expression of clpL genes and their products in selected LAB
The composition and expression of the ClpATPase protein family in selected probiotic
strains L. rhamnosus E-97800 , Lactobacillus brevis ATCC 8287 and Lactobacillus
reuteri SD 2112 was investigated by Western blotting using antibodies raised against
the ClpE protein of Lactococcus lactis (Varmanen et al., 2003). L. lactis possesses five
ClpATPases, including ClpX, ClpE, ClpC and two ClpBs, of which ClpE and the two
ClpBs have been recognized using ClpE-specific antibodies (Ingmer et al., 1999;
Varmanen et al., 2003). The low expression level of the clpC gene observed in L. lactis
can at least partially explain the lack of detection of this Clp protein in L. lactis (Ingmer
et al., 1999; Varmanen et al., 2000), whereas ClpE antibodies presumably do not
recognize ClpATPase proteins having only one nucleotide binding domain, like ClpX.
The Western blotting results obtained from protein samples extracted from probiotic
bacteria growing under standard conditions and after applying heat stress revealed the
appearance of 3 to 5 proteins of between 83 and 115 kDa cross-reacting with the ClpE
antibody (Figure 3). Interestingly, the number of cross-reacting proteins was found to
be higher in L. rhamnosus E-97800 than in other two probiotic strains, implying that L.
rhamnosus may encode for more members belonging to the ClpATPase family than
other strains under study.
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Figure 3. The number of ClpE cross-reacting proteins varies among selected LAB.
Western blot analysis of L. reuteri, L. rhamnosus and L. brevis strains. Lane 1,
Molecular weight marker; lanes 2 and 3, L. reuteri SD 2112; lanes 4 and 5, L.
rhamnosus E-97800, lanes 6 and 7, L. brevis ATCC 8287. An equal amount of protein
(5 g) extracted from cells before (lanes 2, 4, 6) and 15 min after (lanes 3, 5, 7) shifting
the cells to 50 °C was subjected to NuPAGE 4-12% Bis-Tris ZOOM gels with
MOPS running buffer. ClpE cross-reacting proteins were detected by Western blotting
with anti-ClpE antibodies (1:3000) and HRP-conjugated goat anti-rabbit IgG (1:3000)
combined with a colorimetric reaction.
Degenerate primers previously utilized to obtain partial coding regions of the clpC,
clpB and clpE genes in Lactococcus lactis (Ingmer et al., 1999) were applied to the
amplification of a PCR product from L. rhamnosus E-97800. The 550-bp PCR product
obtained was cloned into an E. coli vector, transformed into an E. coli strain and
sequenced. Fifteen clones with inserts were found to contain an insert with homology
to the ClpATPase-encoding genes. One of these clones was shown to carry an insert
sharing 96% identity with a corresponding fragment of the ClpL-encoding gene, named
as clpL1, in L. rhamnosus strain RW-9595M (Provencher et al., 2003), while others
carried an insert with 98% identity to a clpL gene previously identified in L. plantarum
(Kleerebezem et al., 2003). The complete nucleotide sequence of this clpL gene, named
as clpL2, and its flanking regions was obtained using the Vectorette library kit. The
clpL2 gene was found to be flanked by repeats with high sequence homology to
inverted repeats of ISLpl1, which has been a functional IS-element in L. plantarum
(Nicoloff and Bringel, 2003).
As demonstrated by southern hybridization experiments with clpL1- and clpL2-specific
probes, only the L. rhamnosus E-97800 strain among the four L. rhamnosus strains
studied was harbouring both clpL-encoding genes (Figure 2 of article I). The clpL2-
specific probe was able to hybridize with DNA samples of E-97800 and L. plantarum
ATCC 14917. The clpL1-specific probe hybridized with DNA samples of all four L.
rhamnosus strains and L. paracasei ATCC 25302. These results clearly suggest that L.
rhamnosus E-97800 carries two copies of clpL encoding genes, while the other strains
in the experiment carry only one clpL gene. Based on genome mining of L. gasseri
ATCC 33323 (Figure 2 of IV) and L. plantarum (data not shown) four and five
potential genes encoding ClpATPases were found, respectively. A FASTA search with
clpL2 as a query sequence revealed that at least L. reuteri and Oenococcus oeni posses
two copies of ClpL-encoding genes (data not shown) indicating that whether the
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The expression of clpL1 and clpL2 in L. rhamnosus E-97800 was found to be induced,
>20- and 3-fold, respectively, during heat shock (Figure 3 of I). Moreover, the
expression of both clpL genes increased drastically on entering the stationary phase
(Figure 3 of I). The clpL1-specific transcripts could not be detected in the early
exponential phase (Figure 3 of I) indicating very strict control of expression. The
expression of clpL in S. pneumoniae (Robertson et al., 2002) and Oenococcus oeni
(Beltramo et al., 2004) as a function of the growth phase is highly similar to that
observed for clpL1 and clpL2. ClpL protein expression increased 4.4-fold in L. gasseri
ATCC 33323 after heat shock (Figure 3 of IV). This heat-shock induction pattern of
ClpL was verified with northern analysis of clpL (Figure 4 of IV). The relative amount
of ClpL was shown to be increased by high pressure in L. sanfranciscensis (Pavlovic et
al., 2005), and the expression of clpL-specific mRNA were induced by low pH in
pathogenic Streptococcus mutans (Len et al., 2004), suggesting that ClpL is essential
during stress conditions in these organims. In S. thermophilus, the expression of clpL
was induced by both heat and cold shocks (Varcamonti et al., 2006).
5.1.2 Genetic stability of clpL genes in L. rhamnosus E-97800
Since only the strain E-97800 among the four L. rhamnosus studied was found to carry
two copies of the clpL gene, we aimed to characterize the clpL2 region. The region
containing the clpL2 gene was sequenced and found to be flanked by inverted repeats
with high sequence homology (>90%) to terminal inverted repeats of the IS30-related
insertional element ISLpl1 (Figure 1 of I) which was recently shown to be functional in
L. plantarum HN38 (Nicoloff and Bringel, 2003). A ClpL encoding gene has been part
of the transposon-like structure in a lactococcal plasmid (Huang et al., 1993). The
clpL2 gene was almost identical to a gene present in the genome of L. plantarum
WCFS1 (Kleerebezem et al., 2003) and shares over 90% identity with the clpL gene
from a lactococcal plasmid (Huang et al., 1993). These observations support the idea
that the ClpL encoding gene has spread horizontally among bacteria and could possibly
help hosts to adapt to new environments and prompted us to study the genetic stability
of clpL genes in L. rhamnosus E-97800.
The genetic stability of clpL2 was investigated by plating appropriate dilutions of the
parental culture (grown overnight at 37°C) and the cultures grown for seven (7-day
culture) and 14 (14-day culture) serial passages at 30, 37, and 45 °C on MRS agar
plates. The individual clones were examined for the presence of clpL1, clpL2 and pepX
(a control) by colony-PCR (data not shown). Indeed, clpL2 was found to mobilize from
L. rhamnosus E-97800 during prolonged cultivation at high temperature. The frequency
of mobilization was temperature-dependent, since according to PCR-analyses of 20
individual clones, clpL2 was present after 7 or 14 days of cultivation at 30 °C (data not
shown) or 37 °C (six clones from 20 are shown in Figure 4) but not present in all clones
when E-97800 was cultivated at 45 °C for 7 and 14 days (Figure 4). One of the colonies
from 7-day culture at 45 °C devoid of clpL2 was designated GRL1056 and subjected to
Southern and dot blot hybridization to confirm the loss of clpL2 (Figure 6 of I).
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Figure 4. The clpL2 gene is lost from L. rhamnosus E-97800 during prolonged heat
stress. Electrophoresis of colony-PCR of E-97800 with clpL- and pepX-specific
oligonucleotides. Lanes 1 to 6, clones from overnight cultivation at 37 °C; lanes 8 to
13, clones from 7-day culture at 45 °C: lanes 15 to 20, clones from 14-day culture at 45
°C. The lanes 7 and 14 contained a molecular weight marker. The gel was stained with
ethidium bromide.
The next questions arising from the results were whether: (1) clpL2 is encoded by a
plasmid in E-97800, (2) clpL2 provides any selective advantage to the host, (3) the
transposing event of clpL2 into E-97800 is recent, and (4) the clpL2 mobilization event
was random or controlled.
We were able to extract one 14-kb plasmid from E-97800, but according to southern
hybridization, clpL2 was not carried by this plasmid (data not shown). However, we
cannot exclude the possibility that clpL2 is harbored by a plasmid that escaped our
plasmid purification protocol. We did not find increased sensitivity of GRL1056
against any stressors studied compared to E-97800, its parental strain. Thus, the
conditions, if any, in which ClpL2 confers selective advantage to E-97800 remains to
be found. Several facts support the view that the transposing event of clpL2 into E-
97800 is relatively recent, at least when compared to the transposition of clpL into L.
lactis (Huang et al., 1993). The G+C content of clpL2, 40%, is divergent from those of
clpL1 and all the L. rhamnosus entries at GenBank, which are 49% and 48%,
respectively (data not shown). The codon usage of the clp-like genes and the IS element
in a lactococcal plasmid (Huang et al. 1993) suggests that the transposition event may
have occurred many generations ago and that they both confer a phenotypic advantage
to their host.
The generation times of GRL1056 and E-97800 calculated from six parallel cultures
growing at 37 °C were 98 (±4) and 121 (±6) min, respectively (data not shown), while
the generation times for GRL1056 and E-97800 growing at 44 °C were 120 (±6) and
131 (±2) min, respectively (data not shown), indicating that GRL1056 is well-adapted
to grow both at 37 and 44 °C. The idea that clpL2 mobilization in E-97800 is a
controlled phenomenon rather than a random process is well supported by the growth
kinetics of E-97800 and GRL1056. If the mobilization of the clpL2 region was simply a
random process leading to reduced genome size and therefore a shorter generation time
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since the generation time of GRL1056 was shortened even more (~19%) at 37 °C than
at 44 °C (~8%).
Another example of at least some degree of controlled genetic reorganization in LAB
was reported by Strøman et al. (2003). They showed that a Lactobacillus crispatus
strain can lose its erythromycin resistance (emr) phenotype spontaneously but the
frequency of the event is increased by heat shock. Further, they demonstrated that the
loss was due the transposition of an IS element carrying the emr trait (Strøman et al.,
2003).
5.1.3 Phenotypes of clpL deficient L. rhamnosus and L. gasseri strains
Since clpL2 mobilization was detected only at suboptimal growth conditions we sought
to determine whether the stress tolerance of GRL1056 had been altered. However,
GRL1056 was not sensitive against stressors studied when compared to its parental
strain indicating that ClpL2 is not essential for L. rhamnosus E-97800 during growth
under the tested conditions. We aimed to study ClpL function in vivo with a genetic
background devoid of another clpL gene. However, it was not possible to examine the
clpL1 function of GRL1056 with mutational studies, since appropriate tools are not
available. We generated a clpL mutant of L. gasseri ATCC 33323 which posses only
one clpL gene by applying an allelic gene replacement technique based on the use of a
thermosensitive vector developed for L. gasseri NCK102 by Neu and Henrich (2003).
Strain GRL1064, a clpL deletion mutant derivative of ATCC 33323, showed
substantially reduced survival at lethal temperature (60°C), and inability to induce
thermotolerance compared to the parental strain (Figure 5 of IV). Increased sensitivity
of GRL1064 against other stressors, such as an acidic pH, could not be detected. The
ClpL of S. pneumoniae possesses chaperone activity in vitro (Kwon et al., 2003).
Beltramo et al. (2004) speculated that ClpL might act with ClpP as a proteolytic
complex while Kwon et al. (2003) suggested that ClpL acts as a chaperone. The
tripeptide known to mediate functional association with ClpP is present in ClpC, ClpE,
ClpX, but not in ClpL (Kim et al., 2001; Frees et al., 2007). ClpB, also lacking the
ClpP recognition tripeptide is known to function synergistically with DnaK chaperone
machinery in E. coli (Doyle et al., 2007). Taken together, it remains to be determined
whether ClpL functions as a chaperone and/or as a subunit in a protease. The putative
proteinaceous partners of ClpL also remain to be studied.Recently, the expression of
clpL in L. reuteri was shown to increase at a low pH (Wall et al., 2007). Moreover, an
L. reuteri strain carrying an inserted plasmid vector in its clpL gene showed slightly
decreased survival at a low pH (Wall et al., 2007) when compared to its parental strain.
We examined whether clpL deletion caused an increase in nonnative proteins which
would be expected to be counterbalanced by increased HSP expression in the GRL1064
strain. GroEL or HSP60 is a well-known HSP and a good marker of the folding status
of cellular proteins. If the relative amount of nonnative proteins increases, the cell
should respond to this change by adjusting the cellular GroEL chaperone system. As
demonstrated by Western blot analysis the abundance of GroEL is not changed (Figure
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5) in a clpL deficient background indicating that the protein folding status is essentially
the same in both strains.
Figure 5. The abundance of GroEL is not affected by the absence of ClpL in L.
gasseri ATCC 33323. Western blot analysis of GroEL expression in L. gasseri ATCC
33323 (lanes 1 to 3) and GRL1064 (lanes 4 to 6) during heat stress. Five micrograms of
total soluble protein extracted from cells grown in MRS before (lanes 1 and 4) and 15
min (2 and 5) or 30 min (3 and 6) after the application of heat stress at 49 °C was
separated per lane and detected by immunoblotting with GroEL-specific antibodies.
The results shown are a representative of two independent experiment.
Recently, it was shown that ClpE, the most closest ClpL paralog in B. subtilis,
autoregulates its own expression (Miethke et al., 2006). Therefore, we studied whether
clpL expression has been altered in L. gasseri with a clpL deficient background.
However, according to Northern blot analysis, the amounts of clpL-specific transcripts
were essentially equals in both genetic backgrounds and ClpL therefore probably does
not have autoregulative activity in L. gasseri (Figure 6).
Figure 6. The expression of clpL is not autoregulated in L. gasseri ATCC 33323.
Northern blot analysis of clpL expression in ATCC 33323 (lanes 1 to 3) and GRL1064
(lanes 4 to 6) before and after heat stress. Total RNA extracted from cells grown in
MRS before (lanes 1 and 4) and 10 min (2 and 5) or 20 min (3 and 6) after application
of heat stress at 49 °C was separated per lane and detected by a clpL-specific DNA
probe.
5.1.4 Regulation of clp gene expression is organized differently among LAB
An HrcA binding element, called CIRCE, but no CtsR binding site was found within
the promoter sequence of clpL1 in E-97800 (Figure 5 of I) and clpL of ATCC 33323
(Figure 1 of IV). In the LAB prototype, L. lactis, clpB, clpC and clpE are regulated by
CtsR (Varmanen et al., 2000). In L. rhamnosus E-97800 , upstream of the clpP gene
both the CtsR binding site and CIRCE element resembling sequences can be found
indicating that clpP expression is regulated by both CtsR and HrcA (unpublished data),
as is the case in Streptococcus salivarius (Chastanet & Msadek, 2003). Interestingly,
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neither the CtsR nor the HrcA regulon from the genus Lactobacillus has been
characterized to date. Recently, it was shown that the expression of most genes
encoding molecular chaperones, including dnaK, groEL, and clp genes, are under
exclusive control of CtsR in Oenococcus oeni IOB 8413 (Grandvalet et al., 2005).
Moreover, neither genes encoding alternative sigma factors nor other known regulators
of the heat-shock response appear to be encoded by the genome of O. oeni IOB 8413
(Grandvalet et al., 2005 and citation (33.) in this reference), indicating that CtsR is the
master regulator of the heat-shock response in this bacterium. The extensive variation
in these specific repressor-operator systems among low G+C content Gram-positive
bacteria might reflect the ecological niches they have adapted to. This diversification is
highlighted in Table 3.
Table 3. Regulation of clp gene expression in selected Gram-positive bacteria
-, not reported to be carried by a chromosome from this species thus far
a CtsR and HrcA regulons partially overlap in streptococci
b HrcA regulon is fully embedded within the CtsR regulon in staphylococci
c HrcA is the master regulator of stress responses as judged by sequence, northern and
EMSA analyses
d clpP1, clpP2 and clpC are regulated by ClgR and clpB is regulated by HspR in B.
breve
e CtsR is the master regulator of stress responses
Several observations point towards HrcA being the master regulator of heat-shock
response in the L. acidophilus complex. HrcA was demonstrated to bind specifically to
the DNA fragment carrying a CIRCE element from the clpL region (Figures 1 and 6 of
IV). Moreover, HrcA was shown to specifically bind to the fragment containing the
promoter region of the dnaK operon with a CIRCE element (Figure 7). The northern
hybridization (Figure 4 of IV) and EMSA results (Figure 7) indicate that HrcA is
involved in autoregulation of its expression in L. gasseri. The genetic constellation of
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conserved among bacteria (Weng et al., 2001), including lactobacilli (Schmidt et al.,
1999; Zink et al., 2000). GroEL is negatively autoregulated via interaction with HrcA
in a number of bacteria (Mogk et al., 1997; Lemos et al., 2001; Wilson et al., 2005).
When nonnative proteins arise in the cytosol, GroEL is no longer free to fold HrcA
leading to an increased proportion of nonnative HrcA and subsequent derepression of
the CIRCE regulon. When the stress situation is over, GroEL is free to bind to HrcA
again leading to an increased proportion of functional HrcA and the CIRCE regulon
returns to its repressed state as prior to the stress. No CtsR encoding gene has been
found from currently completed and published genomes of the L. acidophilus complex
(van de Guchte et al., 2006; Altermann et al., 2005; Berger et al., 2006; Pridmore et al.,
2004) while it can be found in L. sakei (data not shown), L. casei (data not shown),
most likely from L. rhamnosus E-97800 (data not shown), and L. plantarum (Van de
Guchte et al., 2006). Moreover, van de Guchte and co-workers (2006) recently reported
that in L. delbrüeckii subsp. bulgaricus, L. acidophilus and L. johnsonii, clpP and clpE
are preceded by CIRCE boxes, suggesti that HrcA-dependent regulation of clp gene
expression might be conserved among the L. acidophilus complex.
Figure 7. HrcA specifically binds to the promoter region of the dnaK operon in L.
gasseri ATCC 33323. Multilabel EMSA of HrcA binding to the putative promoter
region of the ATCC 33323 dnaK operon. Reactions containing 50 ng of the PCR-
derived 217 bp PdnaK (-227 to +10) fragment labelled with TAMRA dye and the
CFAM (-335 to -81) fragment labelled with FAM representing the control DNA were
mixed with 0 ng (lane 1), 500 ng (lane 2), 750 (lane 3) or 1000 ng (lane 4) of rHrcA.
Reactions were separated in a 5% PAGE followed by scanning with a Fuji FLA-5100
Scanner (Fuji Photo Film Co., Ltd, Japan) using an excitation laser at 490 nm and the
following settings: TAMRA, output voltage 400 V, emission filter 585 nm (panel A);
FAM, output voltage 400 V, emission filter 515 nm (B). The positions of the bound and
free probe are indicated on the left.
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In B. subtilis, the model of low G+C content Gram-positive bacteria, all the proteins
encoded in the CtsR regulon affect CtsR stability and thus their own expression and
stability, comprising a complex regulatory network by which it can adapt to its altered
milieu (Kirstein et al., 2005; Miethke et al., 2006; Kirstein et al., 2007). The clpL- and
clpP-specific transcripts were detected at 3-fold and >20-fold levels, respectively, after
heat stress (Figure 4 of IV and Figure 8). Almost a 7-fold difference between the
induction folds with in the regulon might indicate the existence of additional regulative
mechanism(s) in the HrcA/CIRCE-regulon. A post-transcriptional regulative potential
of CIRCE was demonstrated in Rhodobacter capsulatus GroEL operon preceded by a
CIRCE element was constitutatively expressed, but the stability of the GroEL mRNA
was increased after heat shock (Jager et al., 2004). Notably, an HrcA-encoding gene is
apparently missing in R. capsulatus (Jager et al., 2004) indicating that the CIRCE
element can withstand selective pressure even without HrcA. However, the fine-tuning
mechanisms within the CIRCE regulon in LAB are not known and need to be studied in
the future.
Figure 8. The clpP expression is derepressed during heat stress in L. gasseri ATCC
33323. Northern blot analysis of clpP gene expression in L. gasseri ATCC 33323
during heat stress with a clpP-specific DNA probe. Total RNA samples were isolated
from cells grown in MRS prior to (lane 1) and 10 min (lane 2) or 20 min (lane 3) after
heat stress (49 °C) was applied. The size of mRNA was estimated according to an RNA
molecular weight marker (Promega). Representative results of two independent
experiments are shown.
5.2 Effect of stress on protein synthesis and abundance in bacteria studied by
[35S]methionine labelling and DIGE
Using 2D-PAGE and mass spectrometric methods it is possible to identify cellular
proteins that are differentially expressed soon after heat stress is applied and even
measure their relative synthesis rate if specific radioactive amino acids are used. These
techniques are extremely powerful when used simultaneously. A comparative study in
which silver staining and [35S]methionine labelling was applied showed a reasonable
correlation of protein synthesis with the amount of protein in B. subtilis during the
exponential growth phase (Bernhardt et al., 2003). However, after imposition of the
stress stimulus this correlation no longer exists (Bernhardt et al., 1999; 2003). The use
of a metabolic label such as [35S]methionine requires a chemically defined medium
(CDM), where the amount of unlabelled methionine is adjustable in order to obtain an
efficiently-labelled protein sample. It is typical that during stress conditions the
increased expression of single (stress) regulons occurs in a sequential manner. This type
of reprogramming of gene expression can be revealed by a kinetic study. Kinetic
studies with a radiolabel also have the potential to reveal unstable proteins and allocate
proteins to distinct groups, like stimulons and regulons, in order to predict the functions
of unknown proteins.
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Two-dimensional difference gel electrophoresis (DIGE) utilizes at least two fluorescent
dyes to label two different protein samples in vitro prior to 2D-PAGE. Compared to
2D-PAGE with other staining methods, DIGE has the major advantage that both the
control and experimental sample can be run in the same gel, reducing gel-to-gel
variation and thus the number of technical replicate samples needed. DIGE was applied
in Study IV and [35S]methionine labelling in Studies II and III.
5.2.1 Efficient protein radiolabelling and 2D-PAGE for Bifidobacterium longum
Bifidobacteria have adapted to ecological niches rich in nutrients and they have been
isolated from the intestine, the oral cavity, food, the insect gut, and sewage.
Bifidobacteria need complex media to support their growth. The available semi-defined
medium (SDM) supporting the growth of B. infantis (Perrin et al., 2001) is rich in
unlabelled methionine which would reduce the protein labelling efficiency with
[35S]methionine. A commercial methionine assay medium (MAM; Difco laboratories)
containing 42 constituents proved to be a poor medium for B. longum when
supplemented with 200 g/ml of methionine. MAM was optimized with increased
concentration of certain constituents and the presence of some new factors to make
radiolabelling-based proteomic studies possible for B. longum 3A. The labelling
efficiency of B. longum proteins was assessed by liquid scintillation counting and SDS-
PAGE. The radiolabelled proteins could be detected after less than 4 hours of exposure
to the imaging screen, indicating the applicability of the developed approaches to study
the de novo protein synthesis rate in the B. longum 3A. The proteins whose synthesis
rater was most strongly induced after heat increment of 10 C (from 37°C to 47°C)
were HtrA and DnaK (Figures 1 and 2 of II). The induction ratios of the synthesis rate
of these proteins were over 70. The synthesis rate of eleven other proteins were also
induced at least 2-fold by heat stress. HtrA synthesis rate was also induced over two-
fold after bile salt stress, indicating that this protein is part of the defence mechanism
against bile in B. longum.
Overall, while knowledge of the heat shock stimulon and its control in bifidobacteria is
far from complete, several recent studies applying transcriptional and proteomic
approaches have suggested that the global heat-shock response in bifidobacteria is
organized into two classes, one responding to mild or moderate heat stress, and another
responding to severe, almost lethal heat stress. These results indicate that the GroEL
chaperonin machine and protease ClpCP are needed after a moderate heat increment of
5-12 C (Rezzonico et al., 2007; Ventura et al., 2005a) while the DnaK system and
ClpB chaperone are essential after a larger heat increment (  13 C) (Ventura et al.,
AEM2004). This at least partial specialization of the HSPs according to the degree or
the type of the stress has also been observed in other bacteria (Tomoyasu et al., 2001;
Frees et al., 2004; Susin et al., 2006).
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5.2.2 Efficient protein radiolabelling and 2D-PAGE for several strains of the genus
Lactobacillus
Media optimization for LAB is laborious and time-consuming, since LAB have adapted
to habitats rich in protein and sugars with extensive loss of superfluous metabolic
pathways and functions. Chemically-defined media were optimized for Lactobacillus
brevis ATCC 8287, Lactobacillus reuteri SD 2112 and Lactobacillus rhamnosus E-
97800 strains in order to develop experimental conditions for efficient protein
radiolabelling and 2D-PAGE. The heat shock proteome of Lactococcus lactis (a
control), Lactobacillus brevis, Lactobacillus reuteri and Lactobacillus rhamnosus
strains was studied. As shown by 2-DE protein, several spots induced at least 10-fold
from all of these LAB strains after a moderate heat shock demonstrating the efficiency
of media optimization and the labelling procedure (Figure 9). These protein spots were
identified to represent GroEL, DnaK and ClpATPase proteins by Western blotting
using antibodies specific to these proteins (Figure 9). Previous studies on L. lactis have
shown that the synthesis rates of DnaK and GroEL are induced 30- to 40-fold and the
synthesis rates of ClpE and ClpB ATPases are induced 10- to 40-fold under heat-shock
conditions in this bacterium (Kilstrup et al., 1997; Ingmer et al., 1999). In repeated 2D-
PAGE analyses of L. rhamnosus and L. reuteri, some of the probable ClpATPases
migrating with the pI and Mr values ranging from 5.2–6.4 to 70–85 kDa, respectively,
constantly appeared as horizontal strings of spots in 2D-gels after applying heat stress
indicating that these proteins undergo post-translational modifications. Future studies
are needed to confirm these modifications and assess the putative biological relevance.
Figure 9. The relative synthesis rates of putative ClpATPases is increased in L.
rhamnosus E-97800 during stress. Portions of miniscale 2D-gels of pulse-chase
labelled proteins extracted from cells before and 20 min after a heat-stress, or 35 min
(15 min preincubation with the chemical reagent followed by pulse-chase labelling of
20 min) after the addition of ethanol (7.5%), H2O2 (0.003%), HCl (50 mM) and bile
(0.3%). Proteins circled and marked with an arrowhead refer to ClpATPase proteins.
All 2D-gels were calibrated using 2-D SDS-PAGE standards (Bio-Rad).
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5.2.3 DIGE analysis of L. gasseri ATCC 33323 heat shock proteome
One of the biggest disadvantages of 2-DE based methods is gel-to-gel variation.
However, an elegant solution to this problem was developed by Unlu et al. (1997);
which involves the detection of paired samples in the same gel to avoid gel-to-gel
variation. At present, using different fluorescent dyes it is possible to identify and
quantify the amounts of proteins before and after a stress condition. 2D-DIGE approach
was applied to study heat shock response in L. gasseri ATCC 33323. A total of 20
protein spots showing increased levels after 30 min heat-shock were identified in L.
gasseri ATCC 33323 (Table 4 and Figure 3 of IV). The most strongly induced proteins
during heat shock according to 2D-DIGE in the pH range of 3-10 were the classical
chaperones DnaK (4.4-fold induction) and GroEL (3.8-fold), HflX GTPase (4.4-fold), a
pyrimidine operon attenuation protein (2.5-fold), an ATPase of the ABC-type polar
amino acid transport system (2.1-fold), and ClpL ATPase (4.4-fold). The relative
amounts of ClpE, ClpC, and ClpL in L. gasseri cells were notably (> 1.5-fold)
increased under heat stress conditions most likely indicating their important role under
these conditions. In contrast, our results revealed that the expression of ClpX is only
slightly (< 1.5-fold) increased during heat shock. Published reports indicate that there
are differences in the physiological role of ClpX among Firmicutes, since the deletion
of clpX lowered the heat tolerance of B. subtilis (Gerth et al., 1998), while clpX
inactivation increased the heat tolerance of S. aureus (Frees et al., 2003; 2004). The
physiological role of ClpX in L. gasseri remains to be studied.
Very little is known about the HflX GTPase. HflX has been not identified as an HSP
before. HflX belongs to the GTPases related Obg (orthologues characterized from
Gram-negative bacteria are sometimes named CgtA) (Leipe et al., 2002), and is
characterized by a glycine-rich region near the N-terminus of its GTPase domain
(Leipe et al., 2002). Although the HflX family is almost universally conserved in all
three superkingdoms (Caldon and March, 2003), its role in the regulation of cellular
functions is largely unknown. Nine GTPases of the Era/Obg family are present in the B.
subtilis genome, six of these being indispensable for the growth of the bacterium
(Morimoto et al., 2002). Moreover, an Obg is needed for stress activation of B in B.
subtilis (Scott and Haldenwang,1999). Induction data of the present study might
indicate that HflX is an essential regulator during stress in ATCC 33323. Indeed, the
role(s) of HflX in cellular processes of a probiotic bacteria merits future work.
The pyrimidine synthesis regulator, PyrR, was one of the proteins found to be up-
regulated during heat shock. The increased (2.5-fold) amount of PyrR could be part of
the mechanism by which the cell slows down pyrimidine biosynthesis in response to
the reduced replication rate under heat-shock conditions. The relative amount of protein
annotated as the ATPase component (YP_814363) of the ABC-type polar amino acid
transport system, was shown to increase (2.1-fold) during heat stress. The biological
relevance of the increased expression of the ABC-type polar amino acid transporter by
heat shock is not clear. However, it has been demonstrated in several intestinal
microbes, including E. coli (De Biase et al. 1999) and L. monocytogenes (Cotter et al.
2001), that the accumulation of intracellular glutamate, a compatible solute, enhances
the survival of these microbes during challenges such as like osmotic and acid stress.
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The accumulation of compatible solutes has been reported to generate thermoprotection
even without de novo protein synthesis (Caldas et al., 1999). In addition, the relative
amount of a betaine ABC transporter ATPase has been shown to increase during acid
adaptation in L. lactis MG1363 (Budin-Verneuil et al., 2005), and upon osmotic and
heat stress in L. rhamnosus (Prasad et al., 2003). Moreover, it has been shown that
compatible solutes are able to stabilize proteins both in vitro (Lippert and Galinski,
1992) and in vivo (Diamant, et al., 2001) against very low and high temperatures.
Although compatible solute transporters have a physiological role during adaptation to
stressfully high temperatures in B. subtilis (Holtmann and Bremer, 2004), it has been
shown that the hrcA locus in Bifidobacterium breve UCC2003, which is a well-known
gut inhabitant, is increasingly transcribed briefly after osmotic shock but not upon heat
stress (Ventura et al., 2005c). This possibly reflects the ecological niche of B. breve
UCC2003, the mammalian gut, where the temperature remains constant but osmotic
conditions fluctuate. Taken together, it is tempting to speculate that there is a link
between osmotic and heat-shock responses in L. gasseri reflecting a need to adapt
simultaneously to both changing osmotic conditions and temperature when it is
ingested by an animal. Future studies will reveal whether the osmotic and heat-shock
responses are somehow coordinated in ATCC 33323 and other LAB.
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6 CONCLUSIONS AND FUTURE PROSPECTS
The huge potential of the probiotic bacteria is widely accepted, however, very little is
known about the molecular mechanisms underlying the probiotic traits. Whilst
virulence and stress responses are closely related in several Gram-positive bacteria,
extremely little is known about the possible overlap of stress defence mechanisms and
the probiotic nature of bacteria.
Ubiquitous HSP/100 Clp AAA+ ATPases are conserved in all kingdoms of life, and act
as a substrate selector, thus playing a crucial regulative role in controlled proteolysis
when they constitute a bipartite protease with ClpP peptidase. ClpATPases are known
to regulate several vital biological processes in Gram-positive bacteria with a low G+C
content including the starting of developmental programmes such as sporulation in B.
subtilis. ClpATPases are also known as virulence factors in several pathogens.
However, it is not known whether ClpATPases regulate adherence or other essential
phenotypes in probiotic bacteria. Recently, it was shown that ClpC ATPase in L.
plantarum is essential to the probiotic features in a mouse model. ClpC acts as a
substrate selector in cellular protease with ClpP. However, some ClpATPases, like
ClpL, are not known to take part of the proteolytic complex together with ClpP. Neither
biological substrate(s) nor putative proteinaceous cofactor(s) of ClpL are known.
In the first part of this thesis, genes encoding clpL ATPase and their protein products
were characterized in two probiotic lactobacilli, L. rhamnosus E-97800 and L. gasseri
ATCC 33323. Practically nothing is known about ClpL’s putative contribution to the
probiotic character of bacteria. The ClpL encoding gene is not carried in the genomes
of well-studied model bacteria such as Escherichia coli, Bacillus subtilis, and
Lactococcus lactis, while it is essential for the virulence of Streptococcus pneumoniae
and the survival of Staphyloccus aureus during severe heat stress.
It was observed that a clpL gene in L. gasseri is needed for the development of
thermotolerance and that some LAB posses an extra copy of the clpL gene, assigned as
clpL2. Expression of both clpL1 and clpL2 in L. rhamnosus E-97800 was induced after
heat stress and clpL2 was found to be mobilizied in a stress-specific manner. While it
was found that the clpL2 gene has been a subject of horizontal gene transfer in LAB,
the putative selective advantage of this gene to host bacteria remains to be studied.
Gene products essential during stress, like ClpL, might have potential as genetic
markers especially when antibiotic resistance encoding genetic markers cannot be used,
i.e. with food supplies and functional food.
Recently, heat adaption was shown to improve the technological characteristics of L.
helveticus including proteinase and peptidase activities during its propagation in cheese
whey. It was demonstrated for L. paracasei that heat adapted cells showed increased
tolerance against spray-drying, which otherwise cause a substantial loss of viability.
However, Desmond and co-workers (2004) found only moderately increased stress
tolerance after overproduction of the GroEL chaperone (up to 20% of the total cellular
protein) during heat stress in L. paracasei and L. lactis. This fact might reflect the
involvement of players other than the GroEL machinery during heat stress or the
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cellular stress caused by a plasmid itself. Several hundred substrates of GroEL have
been identified and moreover, GroEL modulates other stress-response regulators, as is
the case for the HrcA regulator in B. subtilis, in Helicobacter pylori and most likely
also in Clostridium acetobutylicum. Taken together, ClpL might be a more promising
candidate than GroEL for improving the stress tolerance of an industrially relevant
strain. Future studies are needed to investigate whether gene encoding the ClpL when
transformed into a technologically-relevant lactobacilli is able to develop increased
tolerance against the various stresses that the bacteria have to withstand. Moreover, the
expression level of ClpL in a probiotic strain might be a good indicator whether the
adaptation to technologically relevant conditions has been succesful.
In the second part of this work, proteomic tools were applied to the investigation of
probiotic bacteria. Probiotic bacteria have adapted to rich media and thus the
optimization of growth in defined conditions that allow efficient metabolic labelling is
laborous and time-consuming. 2-DE-based proteomics studies are extremely well
suited to studying the stress responses and most likely adaption to GIT models or
technologically relevant conditions. The growth media for these studies have been
developed in this work for both probiotic bifidobacteria and lactobacilli. Moreover,
these methods proved to have potential to study the stress responses of probiotic
bacteria. In the future, the proteomic approaches will provide new insights into the
probiotic nature of bacteria. Comparative functional genomic studies of phylogenically
unrelated lactobacilli and bifidobacteria could possibly reveal whether there is a set of
specific “probiotic factors”, shared between virtually all probiotic bacteria, analogous
to virulence factors in pathogenic bacteria.
Acknowledgements 43
7 ACKNOWLEDGEMENTS
This study was carried at the Department of Basic Veterinary Sciences in the
University of Helsinki during 2002-2007.
I wish to express my gratitude to Professor Airi Palva for providing excellent facilities
to carry out this work.
To my supervisor, Docent Pekka Varmanen, I want to express my deepest gratitude for
supervising my work. The first-class expertise of Pekka Varmanen and Dr Kirsi
Savijoki in the field of bacterial stress responses and the passion for high-quality
scientific research has inspired me throughout this thesis.
I am grateful to co-writers. Marjo Poutanen is thanked for her solid work with the
article IV and numerous comments to improve the manuscript of this thesis.
I wish to thank all my current and previous co-workers. Dr Johannes Aarnikunnas and
Esa Pohjolainen are thanked for co-operation with prepairing solutions and other
reagents. Sinikka Ahonen and Anja Osola are thanked for kindly sharing their high-
quality hands-on experience, keeping the laboratories in conditions supporting high-
quality research and numerous humorous moments. Maija Mäkinen and Ulla Viitanen
are thanked for helping me with administrative issues. Emilia Varhimo is thanked for
kind peer support and refreshing discussions about science and life. Dr Satu Vesterlund
is thanked for helpful advices and support during the last phases of this work.
Docent Tuula Nyman and Dr Soile Tynkkynen are thanked for the rapid and smooth
reviewing of the thesis and their valuable and kind comments to improve it.
Finally, I wish to express my deepest gratitude to my family for continuous support and
love during these years. I wish to thank my dear wife Hanna for unconditional love,
patience and encouragement during this work. Special thanks go to my two little
sunshines, Anni and Aapo, and to my two lovely godsons Atte and Samuel.
This work was financially supported by the Finnish Graduate School on Applied
Bioscience: Bioengineering, Food&Nutrition, Environment, Academy of Finland,
TEKES, Jenny and Antti Wihuri Foundation, and Walter Ehrström Foundation.
´
Vantaa, 20th December 2007
References44
8 REFERENCES
Altermann, E., W.M. Russell, M.A. Azcarate-Peril, R. Barrangou, B.L. Buck, O. McAuliffe, N.
Souther, A. Dobson, T. Duong, M. Callanan, S. Lick, A. Hamrick, R. Cano, and T.R.
Klaenhammer. (2005) Complete genome sequence of the probiotic lactic acid bacterium
Lactobacillus acidophilus NCFM. Proc Natl Acad Sci U S A 102:3906–3912.
Ananta, E., and D. Knorr. (2004) Evidence on the role of protein biosynthesis in the induction of heat
tolerance of Lactobacillus rhamnosus GG by pressure pre-treatment. Int J Food Microbiol 96:307-
313.
Babst, M., H. Hennecke, and H.M. Fischer. (1996) Two different mechanisms are involved in the
heat-shock regulation of chaperonin gene expression in Bradyrhizobium japonicum. Mol Microbiol
19:827-389.
Bae, E.A., M.J. Han, M. Song, and D.H. Kim. (2002) Purification of rotavirus infection-inhibitory
protein from Bifidobacterium breve K-110. J Microbiol Biotechnol 12:553–556.
Bardwell, J.C, and E.A. Craig. (1984) Major heat shock gene of Drosophila and the Escherichia coli
heat-inducible dnaK gene are homologous.
Proc Natl Acad Sci U S A 81:848-852.
Beltramo, C., C. Grandvalet, F. Pierre, and J. Guzzo. (2004) Evidence for multiple levels of
regulation of Oenococcus oeni clpP-clpL locus expression in response to stress. J Bacteriol 186:2200-
2205.
Benthin, S., U. Schulze, J. Nielsen, and J. Villadsen. (1994) Growth energetics of Lactococcus
cremoris fd1 during energy-limitation, carbon-limitation, and nitrogen-limitation in steady-state and
transient cultures. Chem Eng Sci 49:589–609.
Bentley, S.D., K.F. Chater, A.M. Cerdeno-Tarraga, G.L. Challis, N.R. Thomson, K.D. James, D.E.
Harris, M.A. Quail, H. Kieser, D. Harper, A. Bateman, S. Brown, G. Chandra, C.W. Chen, M.
Collins, A. Cronin, A. Fraser, A. Goble, J. Hidalgo, T. Hornsby, S. Howarth, C.H. Huang, T.
Kieser, L. Larke, L. Murphy, K. Oliver, S. O’Neil, E. Rabbinowitsch, M.A. Rajandream, K.
Rutherford, S. Rutter, K. Seeger, D. Saunders, S. Sharp, R. Squares, S. Squares, K. Taylor, T.
Warren, A. Wietzorrek, J. Woodward, B.G. Barrell, J. Parkhill, and D.A. Hopwood. (2002)
Complete genome sequence of the model actinomycete Streptomyces coelicolor A3(2). Nature
417:141–147.
Bernet, M.F., D. Brassart, J.R. Neeser, and A.L. Servin. (1994) Lactobacillus acidophilus LA 1 binds
to cultured human intestinal cell lines and inhibits cell attachment and cell invasion by enterovirulent
bacteria. Gut 35:483–489.
Bernhardt, J., J. Weibezahn, C. Scharf, and M. Hecker. (2003) Bacillus subtilis during feast and
famine: visualization of the overall regulation of protein synthesis during glucose starvation by
proteome analysis. Genome Res 13:224-237.
Bernhardt, J., K. Büttner, C. Scharf, and M. Hecker. (1999) Dual channel imaging of two-
dimensional electropheroGrams in Bacillus subtilis. Electrophoresis 20:2225–2240.
Black, F.T., P.L. Anderson, J. Orskov, K. Gaarslev, and S. Laulund. (1989) Prophylactic efficacy of
Lactobacilli on traveller's diarrhoea. Travel Med 7:333-335.
Blaszczak, A., M. Zylicz, C. Georgopoulos, and K. Liberek. (1995) Both ambient-temperature and the
dnak chaperone machine modulate the heat-shock response in Escherichia coli by regulating the
switch between Sigma(70) and Sigma(32) factors assembled with RNA-polymerase. EMBO J
14:5085-5093.
Bolotin, A., B. Quinquis, P. Renault, A. Sorokin, S.D. Ehrlich, S. Kulakauskas, A. Lapidus,
E.Goltsman, M. Mazur, G.D. Pusch, M. Fonstein, R. Overbeek, N. Kyprides, B. Purnelle, D.
Prozzi, K. Ngui, D. Masuy, F. Hancy, S. Burteau, M. Boutry, J. Delcour, A. Goffeau, and P.
Hols. (2004) Complete sequence and comparative genome analysis of the dairy bacterium
Streptococcus thermophilus. Nat Biotechnol 22:1554–1558.
Bolotin, A., P. Wincker, S. Mauger, O. Jaillon, K. Malarme, J. Weissenbach, S.D. Ehrlich, and A.
Sorokin. (2001) The complete genome sequence of the lactic acid bacterium Lactococcus lactis ssp
lactis IL1403. Genome Res 11:731-753.
References 45
Boyle, R.J., and M.L.K. Tang. (2006) The role of probiotics in the management of allergic disease.
Clin Exp Allergy 36:568-576.
Broadbent, J.R., C.J. Oberg, H. Wang, and L. Wei. (1997) Attributes of the heat shock response in
three species of dairy Lactobacillus. Syst Appl Microbiol 20:12–19.
Bron, P.A., C. Grangette, A. Mercenier, W.M. de Vos, and M. Kleerebezem. (2004) Identification of
Lactobacillus plantarum genes that are induced in the gastrointestinal tract of mice. J Bacteriol
186:5721-5729.
Budin-Verneuil, A., V. Pichereau, Y. Auffray, D.S. Ehrlich, and E. Maguin. (2005) Proteomic
characterization of the acid tolerance response in Lactococcus lactis MG1363. Proteomics 5:4794-
4807.
Burns, A.J., and I.R. Rowland. (2000). Anti-carcinogenicity of probiotics and prebiotics. Curr Issues
Intest Microbiol 1:13–24.
Caldas, T., N. Demont-Caulet, A. Ghazi, and G. Richarme. (1999) Thermoprotection by glycine
betaine and choline. Microbiology 145:2543-2548.
Caldon, C.E., and P.E. March. (2003) Function of the universally conserved bacterial GTPases. Curr
Opin Microbiol 6:135–139.
Chastanet, A., and T. Msadek. (2003) clpP of Streptococcus salivarius is a novel member of the dually
regulated class of stress response genes in Gram-positive bacteria. J Bacteriol 185:683-687.
Chastanet, A., I. Derré, S. Nair, and T. Msadek. (2004) clpB, a novel member of the Listeria
monocytogenes CtsR regulon, is involved in virulence but not in general stress tolerance. J Bacteriol
186:1165-1174.
Chastanet, A., T. Ferrè, and T. Msadek. (2003) Comparative genomics reveal novel heat shock
regulatory mechanisms in Staphylococcus aureus and other Gram-positive bacteria. Mol Microbiol
47:1061-1073.
Chou, L.S., and B. Weimer. (1999) Isolation and characterization of acid- and bile-tolerant isolates
from strains of Lactobacillus acidophilus. J Dairy Sci 82:23-31.
Chouraqui, J.P., L.D. Van Egroo, and M.C. Fichot. (2004) Acidified milk formula supplemented with
Bifidobacterium lactis: impact on infant diarrhea in residential care settings. J Pediatr Gastroenterol
Nutr 38:288–292.
Cohen, D.P.A., J. Renes, F.G. Bouwman, E.G. Zoetendal, E. Mariman, W.M. de Vos, and E.E.
Vaughan. (2006) Proteomic analysis of log to stationary growth phase Lactobacillus plantarum cells
and a 2-DE database. Proteomics 6:6485-6493.
Cotter, P.D., C.G.M. Gahan, and C. Hill. (2001) A glutamate decarboxylase system protects Listeria
monocytogenes in gastric fluid. Mol Microbiol 40:465-475.
Darmon, E., D. Noone, A. Masson, S. Bron, O.P. Kuipers, K.M. Devine, and J.M. Van Dijl. (2002)
A novel class of heat and secretion stress-responsive genes is controlled by the autoregulated CssRS
two-component system of Bacillus subtilis. J Bacteriol 184:5661–5671.
Dartigalongue, C., D. Missiakas, and S. Raina. (2001) Characterization of the Escherichia coli
Sigma(E) regulon. J Biol Chem 276:20866-20875.
De Angelis, M., L. Bini, V. Pallini, P.S. Cocconcelli, and M. Gobbetti. (2001) The acid-stress
response in Lactobacillus sanfranciscensis CB1. Microbiology 147:1863-1873.
De Biase, D., A. Tramonti, F. Bossa, and P. Visca. (1999) The response to stationary-phase stress
conditions in Escherichia coli: role and regulation of the glutamic acid decarboxylase system. Mol
Microbiol 32:1198-1211.
Derré, I., G. Rapoport, and T. Msadek. (1999) CtsR, a novel regulator of stress and heat shock
response, controls clp and molecular chaperone gene expression in Gram-positive bacteria. Mol
Microbiol 31:117-131.
Desmond, C., G.F. Fitzgerald, C. Stanton, and R.P. Ross. (2004) Improved stress tolerance of GroEL-
overproducing Lactococcus lactis and probiotic Lactobacillus paracasei NFBC 338. Appl Environ
Microbiol 70:5929-5936.
Deuerling, E., A. Schulze-Specking, T. Tomoyasu, A. Mogk, and B. Bukau. (1999) Trigger factor
and DnaK cooperate in folding of newly synthesized proteins. Nature 400:693-696.
Di Cagno, R., M. De Angelis, A. Limitone, P.F. Fox, and M. Gobbetti. (2006) Response of
Lactobacillus helveticus PR4 to heat stress during propagation in cheese whey with a gradient of
decreasing temperatures. Appl Environ Microbiol 72:4503-4514.
References46
Diamant, S., N. Eliahu, D. Rosenthal, and P. Goloubinoff. (2001) Chemical chaperones regulate
molecular chaperones in vitro and in cells under combined salt and heat stresses. J Biol Chem
276:39586-39591.
Doyle, S.M., J.R. Hoskins, and S. Wickner. (2007) Collaboration between the ClpB AAA+ remodeling
protein and the DnaK chaperone system. Proc Natl Acad Sci U S A 104:11138-11144.
Drews, O., W. Weiss, G. Reil, H. Parlar, R. Wait, and A. Gorg. (2002) High pressure effects step-
wise altered protein expression in Lactobacillus sanfranciscensis. Proteomics 2:765-774.
Erickson, J.W., and C.A. Gross. (1989) Identification of the sigma E subunit of Escherichia coli RNA
polymerase: a second alternate sigma factor involved in high-temperature gene expression. Genes
Dev 3:1462-1471.
Ewalt, K.L., J.P. Hendrick, W.A. Houry, and F.U. Hartl. (1997) In vivo observation of polypeptide
flux through the bacterial chaperonin system. Cell 90:491-500.
FAO/WHO 2001. Evaluation of health and nutritional properties of powder milk and live lactic acid
bacteria. Food and Agriculture Organization of the United Nations and World Health Organization
Expert Consultation Report. http://www.fao.org/es/ESN/Probio/probio.htm . 2001.
FAO/WHO 2002. Guidelines for the evaluation of probiotics in food. Food and Agriculture
Organization of the United Nations and World Health Organization Working Group Report.
http://www.fao.org/es/ESN/food/foodandfood_probio_en.stm 2002.
Favier, C.F., E.E. Vaughan, W.M. De Vos, and A.D. Akkermans. (2002) Molecular monitoring of
succession of bacterial communities in human neonates. Appl Environ Microbiol 68:219–226.
Fayet, O., T. Ziegelhoffer, and C. Georgopoulos. (1989) The GroES and GroEL heat-shock gene-
products of Escherichia coli are essential for bacterial growth at all temperatures. J Bacteriol
171:1379-1385.
Femia, A. P., C. Luceri, P. Dolara, A. Giannini, A. Biggeri, M. Salvadori, Y. Clune, K.J. Collins,
M. Paglierani, and G. Caderni. (2002) Antomutagenic activity of the prebiotic inulin enriched with
oligofructose in combination with probiotics Lactobacillus rhamnosus and Bifidobacterium lactis on
azoxymethane induced colon carcinogenesis in rats. Carcinogenesis 23:1953–1960.
Flynn, J.M., I. Levchenko, M. Seidel, S.H. Wickner, R.T. Sauer, and T.A. Baker. (2001)
Overlapping recognition determinants within the ssrA degradation tag allow modulation of
proteolysis. Proc Natl Acad Sci U S A 98:10584–10589.
Foster, J. W, and H.K. Hall. (1990) Adaptive acidification tolerance response of Salmonella
typhimurium. J Bacteriol 172:771–778.
Foster, J.W. (1999) When protons attack: microbial strategies of acid adaptation. Curr Opin Microbiol
2:170–174.
Foster, J.W., and H.K. Hall. (1991) Inducible pH homeostasis and the acid tolerance response of
Salmonella typhimurium. J Bacteriol 173:5129–5135.
Frees, D., A. Chastanet, S. Qazi, K. Sørensen, P. Hill, T. Msadek, and H. Ingmer. (2004)
ClpATPases are required for stress tolerance, intracellular replication and biofilm formation in
Staphylococcus aureus. Mol Microbiol 54:1445-1462.
Frees, D., K. Savijoki, P. Varmanen, and H. Ingmer. (2007) Clp ATPases and ClpP proteolytic
complexes regulate vital biological processes in low GC, Gram-positive bacteria. Mol Microbiol
63:1285-1295.
Frees, D., S.N. Qazi, P.J. Hill, and H. Ingmer. (2003) Alternative roles of ClpX and ClpP in
Staphylococcus aureus stress tolerance and virulence. Mol Microbiol 48:1565-1578.
Gaillot, O., E. Pellegrini, S. Bregenholt, S. Nair, and P. Berche. (2000) The ClpP serine protease is
essential for the intracellular parasitism and virulence of Listeria monocytogenes. Mol Microbiol
35:1286-1294.
Gasson, M. (1983) Plasmid complements of Streptococcus lactis NCDO712 and other lactic streptococci
after protoplast-induced curing. J Bacteriol 154:1–9.
Gerth, U., E. Krüger, I. Derré, T. Msadek, and M. Hecker. (1998) Stress induction of the Bacillus
subtilis clpP gene encoding a homologue of the proteolytic component of the Clp protease and the
involvement of ClpP and ClpX in stress tolerance. Mol Microbiol 28:787-802.
Gerth, U., J. Kirstein, J. Mostertz, T. Waldminghaus, M. Miethke, H. Kock, and M. Hecker. (2004)
Fine-tuning in regulation of Clp protein content in Bacillus subtilis. J Bacteriol 186:179-191.
References 47
Giard, J.C., A. Hartke, S. Flahaut, A. Benachour, P. Boutibonnes, and Y. Auffray. (1996)
Starvation-induced multiresistance in Enterococcus faecalis JH2-2. Curr Microbiol 32:264-271.
Gibson, G.R., and M.B. Roberfroid. (1995) Dietary modulation of the human colonic microbiotia:
introducing the concept of prebiotics. J Nutr 125:1401–1412.
Glaasker, E., F.B. Tjan, P.F.T. Steeg, W.N. Konings, and B. Poolman. (1998) Physiological response
of Lactobacillus plantarum to salt and nonelectrolyte stress. J Bacteriol 180:4718-4723.
Godon, J.J., C. Delorme, J. Bardowski, M.C. Chopin, S.D. Ehrlich, and P. Renault. (1993) Gene
inactivation in Lactococcus lactis branched-chain amino acid biosynthesis. J Bacteriol 175:4383-
4390.
Gomes, A.M.P., M.G.M. Teixeira, and F.X. Malcata. (1998) Viability of Bifidobacterium lactis and
Lactobacillus acidophilus in milk: sodium chloride concentration and storage temperature. J Food
Process Preserv 22:221-240.
Gottesman, S., S. Wickner, and M.R. Maurizi. (1997) Protein quality control: triage by chaperones and
proteases. Genes Dev 11:815 – 823.
Gotz, V.P., J.A. Romankiewicz, J. Moss, and H.W. Murray. (1979) Prophylaxis against ampicillin-
associated diarrhea with a lactobacillus preparation. Am J Hosp Pharm 36:754–757.
Gouesbet, G., G. Jan, and P. Boyaval. (2002) Two-dimensional electrophoresis study of Lactobacillus
delbrüeckii subsp. bulgaricus thermotolerance. Appl Environ Microbiol 68:1055-1063.
Grandvalet, C., F. Coucheney, C. Beltramo, and J. Guzzo. (2005) CtsR is the master regulator of
stress response gene expression in Oenococcus oeni. J Bacteriol 187:5614-5623.
Grandvalet, C., V. de Crecy-Lagard, and P. Mazodier. (1999) The ClpB ATPase of Streptomyces
albus G belongs to the HspR heat shock regulon. Mol Microbiol 31:521-532.
Guarner, F., and J. R. Malagelada. (2003). Gut flora in health and disease. Lancet 361:512–519.
Guisbert, E., C. Herman, C.Z. Lu, and C.A. Gross. (2004) A chaperone network controls the heat
shock response in E. coli. Genes Dev 18:2812-2821.
Guo, F.S., M. R. Maurizi, L. Esser, and D. Xia. (2002) Crystal structure of ClpA, an Hsp100
chaperone and regulator of ClpAP protease. J Biol Chem 277:46743-46752.
Harmsen, H.J., A.C. Wildeboer-Veloo, G.C. Raangs, A.A. Wagendorp, N. Klijn, J.G. Bindels, and
G.W Welling. (2000) Analysis of intestinal flora development in breast-fed and formula-fed infants
by using molecular identification and detection methods. J Pediatr Gastroenterol Nutr 30:61–67.
Hartke, A., S. Bouche, X. Gansel, P. Boutibonnes, and Y. Auffray. (1994) Starvation-induced stress
resistance in Lactococcus lactis subsp. lactis IL1403. Appl Environ Microbiol 60:3474-3478.
Hava, D., and A. Camilli. (2002) Large-scale identification of serotype 4 Streptococcus pneumoniae
virulence factors. Mol Microbiol 45:1389-1406.
Hecker, M., J. Pané-Farré, and U. Völker. (2006) SigB-dependent general stress response in Bacillus
subtilis and related Gram-positive bacteria. Annu Rev Microbiol 61:215-236.
Hecker, M., W. Schumann, and U. Völker. (1996) Heat-shock and general stress response in Bacillus
subtilis. Mol Microbiol 19:417–428.
Hensel, M., J.E. Shea, C. Gleeson, M.D. Jones, E. Dalton, and D.W. Holden. (1995) Simultaneous
identification of bacterial virulence genes by negative selection. Science 269:400-403.
Herendeen, S.L., R.A. VanBogelen, and F.C. Neidhardt. (1979) Levels of major proteins of
Escherichia coli during growth at different temperatures. J Bacteriol 139:185-194.
Hilton, E., P. Kolakowski, C. Singer, and M. Smith. (1997) Efficacy of Lactobacillus GG as a
diarrheal preventive in travelers. J Travel Med 4: 41– 43.
Holtmann, G., and E. Bremer. (2004) Thermoprotection of Bacillus subtilis by exogenously provided
glycine betaine and structurally related compatible solutes: Involvement of Opu transporters. J
Bacteriol 186:1683-1693.
Hooper, L.V., J. Xu, P.G. Falk, T. Midtvedt, and J.I. Gordon. (1999). A molecular sensor that allows
a gut commensal to control its nutrient foundation in a competitive ecosystem. Proc Natl Acad Sci U
S A 96:9833–9838.
Hopkins, M.J., R. Sharp, and G.T. Macfarlane. (2001) Age and disease related changes in intestinal
bacterial populations assessed by cell culture, 16S rRNA abundance, and community cellular fatty
acid profiles. Gut 48:198–205.
Houry, W.A., D. Frishman, C. Eckerskorn, F. Lottspeich, and F.U. Hartl. (1999) Identification of in
vivo substrates of the chaperonin GroEL. Nature 402:147-154.
References48
Huang, D.C., X.F. Huang, G. Novel, and M. Novel. (1993) Two genes present on a transposon-like
structure in Lactococcus lactis are involved in a Clp-family proteolytic activity. Mol Microbiol
7:957-965.
Hyyryläinen, H.L., A. Bolhuis, E. Darmon, L. Muukkonen, P. Koski, M. Vitikainen, M. Sarvas, Z.
Prágai, S. Bron, J.M. van Dijl, and V.P. Kontinen. (2001) A novel two-component regulatory
system in Bacillus subtilis for the survival of severe secretion stress. Mol Microbiol 41:1159–1172.
Ingmer, H., F.K. Vogensen, K. Hammer, and M. Kilstrup. (1999) Disruption and analysis of the clpB,
clpC, and clpE genes in Lactococcus lactis: ClpE, a new Clp family in Gram-positive bacteria. J
Bacteriol 181:2075-2083.
Isolauri, E., Y. Sutas, P. Kankaanpaa, H. Arvilommi, and S. Salminen (2001). Probiotics: effects on
immunity. Am J Clin Nutr 73: S444–S450.
Jaffe, J.D., H.C. Berg, and G.M. Church. (2004) Proteogenomic mapping as a complementary method
to perform genome annotation. Proteomics 4:59–77.
Jager, S., A. Jager, and G. Klug. (2004). CIRCE is not involved in heat-dependent transcription of
GroEL but in stabilization of the mRNA 5'-end in Rhodobacter capsulatus. Nucleic Acids Res
32:386-396.
Jobin, M.-P., D. Francoise, G. Dominique, D. Charles, and J. Guzzo. (1998) Characterization of
small heat shock proteins in lactic acid bacteria. Le Lait 78:165-171.
Kanemori, M., H. Yanagi and T. Yura. (1999) Marked instability of the 32 heat shock transcription
factor at high temperature. Implications for heat shock regulation. J Biol Chem 274:22002–22007.
Katayama, Y., S. Gottesman, J. Pumphrey, S. Rudikoff, W.P. Clark, and M.R. Maurizi. (1988) The
two-component, ATP-dependent Clp protease of Escherichia coli. Purification, cloning, and
mutational analysis of the atp-binding component. J Biochem 104:515-520.
Keiler, K.C., P.R. Waller, and R.T. Sauer. (1996) Role of a peptide tagging system in degradation of
proteins synthesized from damaged messenger RNA. Science 271:990–993.
Kelly, P., P.B. Maguire, M. Bennett, D.J. Fitzgerald, R.J. Edwards, B. Thiede, A. Treumann, J.K.
Collins, G.C. O'Sullivan, F. Shanahan, and C. Dunne. (2005) Correlation of probiotic
Lactobacillus salivarius growth phase with its cell wall-associated proteome.
FEMS Microbiol Lett 252:153-159.
Kessel, M., M.R. Maurizi, B. Kim, E. Kocsis, B.L. Trus, S.K. Singh, and A.C. Steven. (1995)
Homology in structural organization between E. coli ClpAP protease and the eukaryotic 26 S
proteasome. J Mol Biol 250:587-594.
Kilstrup, M., S. Jacobsen, K. Hammer, and F.K.Vogensen. (1997) Induction of Heat Shock Proteins
DnaK, GroEL, and GroES by Salt Stress in Lactococcus lactis. Appl Environ Microbiol 63:1826–
1837.
Kim, W.S., J. Ren, and N.W. Dunn. (1999) Differentiation of Lactococcus lactis subsp. lactis and
subsp. cremoris strains by their adaptive response to stress. FEMS Microbiol Lett 171:57-65.
Kim, Y.I., I. Levchenko, K. Fraczkowska, R.V. Woodruff, R.T. Sauer, and T.A. Baker. (2001)
Molecular determinants of complex formation between Clp/Hsp100 ATPases and the ClpP peptidase.
Nat Struct Biol 8:230–233.
Kirstein, J., D.A. Dougan, U. Gerth, M. Hecker, and K.A. Turgay. (2007) The tyrosine kinase McsB
is a regulated adaptor protein for ClpCP. EMBO J 26:2061-2070.
Kirstein, J., T. Schlothauer, D.A. Dougan, H. Lilie, G. Tischendorf, A. Mogk, B. Bukau, and K.A.
Turgay. (2006) Adaptor protein controlled oligomerization activates the AAA+ protein ClpC. EMBO
J 25:1481-1491.
Kleerebezem, M., J. Boekhorst, R. van Kranenburg, D. Molenaar, O.P. Kuipers, R. Leer, R.
Tarchini, S.A. Peters, H.M. Sandbrink, M.W. Fiers, W. Stiekema, R.M. Lankhorst, P.A. Bron,
S.M. Hoffer, M.N. Groot, R. Kerkhoven, M. de Vries, B. Ursing, W. de Vos, and R.J. Siezen.
(2003) Complete genome sequence of Lactobacillus plantarum WCFS1. Proc Natl Acad Sci U S A
100:1990-1995.
Klose, J. (1975) Protein mapping by combined isoelectric focusing and electrophoresis of mouse tissues.
A novel approach to testing for induced point mutations in mammals. Humangenetik 26:231-243.
Koch, S., G. Oberson, E. Eugster-Meier, L. Meile, and C. Lacroix. (2007) Osmotic stress induced by
salt increases cell yield, autolytic activity, and survival of lyophilization of Lactobacillus delbrüeckii
subsp. lactis. Int J Food Microbiol 117:36-42.
References 49
Kock, H., U. Gerth, and M. Hecker. (2004a) The ClpP peptidase is the major determinant of bulk
protein turnover in Bacillus subtilis. J Bacteriol 186:5856-5864.
Kock, H., U. Gerth, and M. Hecker. (2004b) MurAA, catalysing the first committed step in
peptidoglycan biosynthesis, is a target of Clp-dependent proteolysis in Bacillus subtilis. Mol
Microbiol 51:1087-1102.
Kontula, P., M.-L. Suihko, A. von Wright, and T. Mattila-Sandholm. (1999) The effect of lactose
derivatives on intestinal lactic acid bacteria. J Dairy Sci 82:249–256.
Koutsoumanis, K.P., and J.N. Sofos. (2004) Comparative acid stress response of Listeria
monocytogenes, Escherichia coli O157:H7 and Salmonella Typhimurium after habituation at different
pH conditions. Lett Appl Microbiol 38:321-326.
Krüger, E., E. Witt, S. Ohlmeier, R. Hanschke, and M. Hecker. (2000) The Clp proteases of Bacillus
subtilis are directly involved in degradation of misfolded proteins. J Bacteriol 182:3259-3265.
Kwon, H.Y., S.W. Kim, M.H. Choi, A.D. Ogunniyi, J.C. Paton, S.H. Park, S.N. Pyo, and D.K.
Rhee. (2003) Effect of heat shock and mutations in ClpL and ClpP on virulence gene expression in
Streptococcus pneumoniae. Infect Immun 71:3757-3765.
Laplace, J.M., N. Sauvageot, A. Hartke, and Y. Auffray. (1999) Characterization of Lactobacillus
collinoides response to heat, acid and ethanol treatments. Appl Microbiol Biotechnol 51:659-663.
Lee, S., M.E. Sowa, Y.H. Watanabe, P.B. Sigler, W. Chiu, M. Yoshida, and F.T. Tsai. (2003) The
structure of ClpB: A molecular chaperone that rescues proteins from an aggregated state. Cell
115:229-240.
Leipe, D.D., Y.I. Wolf, E.V. Koonin, and L. Aravind. (2002) Classification and evolution of P-loop
GTPases and related ATPases. J Mol Biol 317:41–72.
Lemaux, P.G., S.L. Herendeen, P.L. Bloch, and F.C. Neidhardt. (1978) Transient rates of synthesis
of individual polypeptides in E. coli following temperature shifts.
Cell 13:427-434.
Lemay, M.J., N. Rodrigue, C. Gariepy, and L. Saucier. (2000) Adaptation of Lactobacillus
alimentarius to environmental stresses. Int J Food Microbiol 55:249-253.
Lemos, J.A., Y.Y. Chen, and R.A. Burne. (2001) Genetic and physiologic analysis of the groE operon
and role of the HrcA repressor in stress gene regulation and acid tolerance in Streptococcus mutans. J
Bacteriol 183:6074-6084.
Len, A.C., D.W. Harty, and N.A. Jacques. (2004) Stress-responsive proteins are upregulated in
Streptococcus mutans during acid tolerance. Microbiology 150:1339-1351.
Lewis, S.J., and A.R. Freedman. (1998) The use of biotherapeutic agents in the prevention and
treatment of gastrointestinal disease. Aliment Pharmacol Ther 12: 807–822.
Lim, E.M., S.D. Ehrlich, and E. Maguin. (2000) Identification of stress-inducible proteins in
Lactobacillus delbrüeckii subsp. bulgaricus. Electrophoresis 21:2557-2567.
Link, A.J. (2002) Multidimensional peptide separations in proteomics. Trends Biotechnol 20:S8-S13.
Lippert, K., and E.A Galinski. (1992) Enzyme stabilization by ectoine-type compatible solutes -
protection against heating, freezing and drying. Appl Microbiol Biotechnol 37:61-65.
Lipton, M.S., L. Pasa-Tolic, G.A. Anderson, D.J. Anderson, D.L. Auberry, J.R. Battista, M.J. Daly,
J. Fredrickson, K.K. Hixson, H. Kostandarithes, C. Masselon, L.M. Markillie, R.J. Moore, M.F.
Romine, Y. Shen, E. Stritmatter, N. Tolic', H.R. Udseth, A. Venkateswaran, K.K. Wong, R.
Zhao, and R.D. Smith. (2002) Global analysis of the Deinococcus radiodurans proteome by using
accurate mass tags. Proc Natl Acad Sci U S A 99:11049–11054.
Liu, J., C. Huang, D.H. Shin, H. Yokota, J. Jancarik, J.S. Kim, P.D. Adams, R. Kim, and S.H. Kim.
(2005) Crystal structure of a heat-inducible transcriptional repressor HrcA from Thermotoga
maritima: structural insight into DNA binding and dimerization. J Mol Biol 350:987-996.
Lorca, G.L., and G.F. de Valdez. (2001) A low-pH-inducible, stationary-phase acid tolerance response
in Lactobacillus acidophilus CRL 639. Curr Microbiol 42:21-25.
Lorca, G.L., G.F. de Valdez, and A. Ljungh. (2002) Characterization of the protein-synthesis
dependent adaptive acid tolerance response in Lactobacillus acidophilus.
J Mol Microbiol Biotechnol 4:525-532.
Mack, D.R., S. Michail, S. Wei, L. McDougall, and M.A. Hollingsworth. (1999) Probiotics inhibit
enteropathogenic E. coli adherence in vitro by inducing intestinal mucin gene expression. Am J
Physiol 276:941-950.
References50
Mantis, N.J, and S.C Winans. (1992) Characterization of the Agrobacterium tumefaciens heat-shock
response - evidence for a Sigma-32-like sigma-factor. J Bacteriol 174:991-997.
Martirani, L., R. Raniello, G. Naclerio, E. Ricca, and M. De Felice (2001) Identification of the DNA-
binding protein, HrcA, of Streptococcus thermophilus. FEMS Microbiol Lett 198:177-182.
Marty-Teysset, C., F. de la Torre, and J-R. Garel. (2000) Increased production of hydrogen peroxide
by Lactobacillus delbrüeckii subsp. bulgaricus upon aeration: Involvement of an NADH oxidase in
oxidative stress. Appl Environ Microbiol 66:262-267.
Matsui, H., M. Suzuki, Y. Isshiki, C. Kodama, M. Eguchi, Y. Kikuchi, K. Motokawa, A. Takaya, T.
Tomoyasu and T. Yamamoto. (2003) Oral immunization with ATP-dependent protease-deficient
mutants protects mice against subsequent oral challenge with virulent Salmonella enterica serovar
typhimurium. Infect Immun 71:30–39.
Mattar, A.F., D.H. Teitelbaum, R.A. Drongowski, F. Yongyi, C.M. Harmon, and A.G. Coran.
(2002) Probiotics up-regulate MUC-2 mucin gene expression in a Caco-2 cell-culture model. Pediat
Surg Int 18:586–590.
Maurizi, M.R. (1991) ATP-promoted interaction between ClpA and ClpP in activation of Clp protease
from Escherichia coli. Biochem Soc Trans 19:719-723.
Maurizi, M.R. (1998) Biochemical properties and biological functions of ATP-dependent proteases in
bacterial cells. Adv Mol Cell Biol 27:1-41.
Maurizi, M.R., and D. Xia. (2004) Protein binding and disruption by Clp/Hsp100 chaperones. Structure
12:175-183.
Maurizi, M.R., W.P. Clark, Y. Katayama, S. Rudikoff, J. Pumphrey, B. Bowers, and S. Gottesman.
(1990) Sequence and structure of CIpP, the proteolytic component of the ATPdependent Clp protease
of Escherichia coli. J Biol Chem 265:12536-12545.
Merk, K., C. Borelli, and H.C. Korting. (2005) Lactobacilli - bacteria-host interactions with special
regard to the urogenital tract. Int J Med Microbiol 295:9-18.
Miethke, M., M. Hecker, and U. Gerth. (2006) Involvement of Bacillus subtilis ClpE in CtsR
degradation and protein quality control. J Bacteriol 188:4610-4619.
Mogk, A., A. Völker, S. Engelmann, M. Hecker, W. Schumann, and U. Volker. (1998) Nonnative
proteins induce expression of the Bacillus subtilis CIRCE regulon.
J Bacteriol 180:2895-2900.
Mogk, A., G. Homuth, C. Scholz, L. Kim, F.X. Schmid, and W. Schumann. (1997) The GroE
chaperonin machine is a major modulator of the CIRCE heat shock regulon of Bacillus subtilis.
EMBO J 16:4579-4590.
Morel-Deville, F., F. Fauvel, and P. Morel. (1998) Two component signal-transducing systems
involved in stress response and vancomycin susceptibility in Lactobacillus sakei. Microbiology
144:2873-2883.
Morimoto, T., P.C. Loh, T. Hirai, K. Asai, K. Kobayashi, S. Moriya, and N. Ogasawara. (2002) Six
GTP-binding proteins of the Era/Obg family are essential for cell growth in Bacillus subtilis.
Microbiology 148:3539-3552.
Morita, M.T., M. Kanemori, H. Yanagi and T. Yura. (2000) Dynamic interplay between antagonistic
pathways controlling the sigma 32 level in Escherichia coli. Proc Natl Acad Sci U S A 97:5860–
5865.
Morita, M.T., Y. Tanaka, T.S. Kodama, Y. Kyogoku, H. Yanagi and T. Yura. (1999) Translational
induction of heat shock transcription factor sigma32: evidence for a built-in RNA thermosensor.
Genes Dev 13:655–665.
Msadek, T., V. Dartois, F. Kunst, M.L. Herbaud, F. Denizot, and G. Rapoport. (1998) ClpP of
Bacillus subtilis is required for competence development, motility, degradative enzyme synthesis,
growth at high temperature and sporulation. Mol Microbiol 27:899-914.
Nair, S., C. Frehel, L. Nguyen, V. Escuyer, and P. Berche. (1999) ClpE, a novel member of the
HSP100 family, is involved in cell division and virulence of Listeria monocytogenes. Mol Microbiol
31:185-196.
Namy, O., M. Mock, and A. Fouet. (1999) Co-existence of clpB and clpC in the Bacillaceae. FEMS
Microbiol Lett 173:297-302.
Narberhaus, F. (1999) Negative regulation of bacterial heat shock genes. Mol Microbiol 31:1–8.
References 51
Neu, T., and B. Henrich. (2003) New thermosensitive delivery vector and its use to enable nisin-
controlled gene expression in Lactobacillus gasseri. Appl Environ Microbiol 69: 1377-1382.
Neuwald, A.F., L. Aravind, J.L. Spouge, and E.V. Koonin. (1999) AAA(+): A class of chaperone-like
ATPases associated with the assembly, operation, and disassembly of protein complexes. Genome
Res 9:27-43.
Nicoloff, H., and F. Bringel. (2003) ISLpl1 is a functional IS30-related insertion element in
Lactobacillus plantarum that is also found on other lactic acid bacteria. Appl Environ Microbiol
69:6032-6040.
O'Farrell, P.H. (1975) High resolution two-dimensional electrophoresis of proteins.
J Biol Chem 250:4007-4021.
Orrhage, K., B. Brismar, and C.E. Nord. (1994) Effects of supplements of Bifidobacterium longum
and Lactobacillus acidophilus on the intestinal microbiota during administration of clindamycin.
Microb Ecol Health Dis 7:17–25.
Østerås, M., A. Stotz, S. Schmid Nuoffer, and U. Jenal. (1999) Identification and Transcriptional
Control of the Genes Encoding the Caulobacter crescentus ClpXP Protease. J Bacteriol 181:3039–
3050.
Panoff, J.M., B. Thammavongs, and M. Gueguen. (2000) Cryoprotectants lead to phenotypic
adaptation to freexe-thaw stress in Lactobacillus delbruckii ssp. bulgaricus. CIP 1011027T.
Cryobiology 40:264-269.
Parsell, D.A., A.S. Kowal, M.A. Singer, and S. Lindquist. (1994) Protein disaggregation mediated by
heat-shock protein Hsp104. Nature 372:475–478.
Pavlovic, M., S. Hormann, R.F. Vogel, and M.A. Ehrmann. (2005) Transcriptional response reveals
translation machinery as target for high pressure in Lactobacillus sanfranciscensis. Arch Microbiol
26:1-7.
Perrin, S., M. Warchol, J.P. Grill, and F. Schneider. (2001) Fermentation of fructo-oligosaccharides
and their components by Bifidobacterium infantis ATCC 15697 on batch culture in semi-synthetic
medium. J Appl Microbiol 90:859–865.
Persuh, M., K. Turgay, I. Mandic-Mulec, and D. Dubnau. (1999) The N- and C-terminal domains of
MecA recognize different partners in the competence molecular switch. Mol Microbiol 33:886-894.
Petersohn, A., M. Brigulla, S. Haas, J.D. Hoheisel, U. Volker, and M. Hecker. (2001) Global
analysis of the general stress response of Bacillus subtilis. J Bacteriol 183:5617-5631.
Poirier, I., P.A. Marèchal., C. Evrard, and P. Gervais. (1998) Escherichia coli and Lactobacillus
plantarum responses to osmotic stress. Appl Microbiol Biotechnol 50:704-709.
Polissi, A., A. Pontiggia, G. Feger, M. Altieri, H. Mottl, L. Ferrari, and D. Simon. (1998) Large-
scale identification of virulence genes from Streptococcus pneumoniae. Infect Immun 66:5620–5629.
Poolman, B. (1993) Energy transduction in lactic acid bacteria. FEMS Microbiol Rev 12:125–148.
Pool-Zobel, B.L., C. Neudecker, I. Domizlaff, S. Ji, U. Schillinger, C. Rumney, M. Moretti, I.
Vilarini, R. Scassellati-Sforzolini, and I. Rowland. (1996) Lactobacillus and Bifidobacterium
mediated antigenotoxicity in the colon of rats. Nutr Cancer 26:365–380.
Prasad, J., P. McJarrow, and P. Gopal. (2003) Heat and osmotic stress responses of probiotic
Lactobacillus rhamnosus HN001 (DR20) in relation to viability after drying. Appl Environ Microbiol
69:917-925.
Price, C.W., P. Fawcett, H. Ceremonie, N. Su, C.K. Murphy, and P. Youngman. (2001) Genome-
wide analysis of the general stress response in Bacillus subtilis. Mol Microbiol 41:757-774.
Pridmore, R.D., B. Berger, F. Desiere, D. Vilanova, C. Barretto, A.C. Pittet, M.C. Zwahlen, M.
Rouvet, E. Altermann, R. Barrangou, B. Mollet, A. Mercenier, T. Klaenhammer, F. Arigoni,
and M.A. Schell. (2004) The genome sequence of the probiotic intestinal bacterium Lactobacillus
johnsonii NCC 533. Proc Natl Acad Sci U S A 101:2512–2517.
Provencher, C., G. LaPointe, S. Sirois, M.R. van Calsteren, and D. Roy. (2003) Consensus-
degenerate hybrid oligonucleotide primers for amplification of priming glycosyltransferase genes of
the exopolysaccharide locus in strains of the Lactobacillus casei group. Appl Environ Microbiol
69:3299-3307.
Reid, G., M.E. Sanders, H.R. Gaskins, G.R. Gibson, A. Mercenier, R. Rastall, M. Roberfroid, I.
Rowland, C. Cherbut, and T.R. Klaenhammer. (2003). New scientific paradigms for probiotics
and prebibiotics. J Clin Gastroenterol 37:105-118.
References52
Reisenauer, A., C.D. Mohr, and L. Shapiro. (1996) Regulation of a heat shock Sigma(32) homolog in
Caulobacter crescentus. J Bacteriol 178:1919-1927.
Rezzonico, E., S. Lariani, C. Barretto, G. Cuanoud, G. Giliberti, M. Delley, F. Arigoni and G.
Pessi. (2007) Global transcriptome analysis of the heat shock response of Bifidobacterium longum.
FEMS Microbiol Lett 271:136-145.
Ricci, J.C.D., and M.E. Hernandez. (2000) Plasmid effects on Escherichia coli metabolism. Crit Rev
Biotechnol 20:79-108.
Roberts, R.C., C. Toochinda, M. Avedissian, R.L. Baldini, S.L. Gomes, and L. Shapiro. (1996)
Identification of a Caulobacter crescentus operon encoding hrcA, involved in negatively regulating
heat-inducible transcription, and the chaperone gene grpE. J Bacteriol 178:1829-1841.
Robertson, G.T., W.L. Ng, R. Gilmour, and M.E. Winkler. (2003) Essentiality of clpX, but not clpP,
clpL, clpC, or clpE, in Streptococcus pneumoniae R6. J Bacteriol 185:2961-2966.
Roncarati, D., A. Danielli, G. Spohn, Is. Delany, and V. Scarlato. (2007) Transcriptional regulation of
stress response and motility functions in Helicobacter pylori is mediated by HspR and HrcA. J
Bacteriol 189:7234-7243.
Rönkä, E., E. Malinen, M. Saarela, M. Rinta-Koski, J. Aarnikunnas, and A. Palva. (2003) Probiotic
and milk technological properties of Lactobacillus brevis. Int J Food Microbiol 83:63–74.
Rosenfeldt, V., K.F. Michaelsen, M. Jakobsen, C.N. Larsen, P.L. Moller, P. Pedersen, M. Tvede, H.
Weyrehter, N.H. Valerius, and A. Paerregaard. (2002) Effect of probiotic Lactobacillus strains in
young children hospitalised with acute diarrhea. Pediatr Infect Dis J 21:411–416.
Ruiz-Palacios, G., F. Tuz, F. Artrega, L.M. Guerrero, M. Dohnalek, and M. Hilty. (1996) Tolerance
and fecal colonization with Lactobacillus reuteri in children fed a beverage with a mixture of
Lactobacillus sp. Pediatr Research 39:1090-1090.
Saavedra, J.M., N.A. Bauman, I. Oung, J.A. Perman, and R.H. Yolken. (1994) Feeding of
Bifidobacterium bifidum and Streptococcus thermophilus to infants in hospital for prevention of
diarrhoea and shedding of rotavirus. Lancet 344:1046–1049.
Sánchez, B., M.C. Champomier-Vergès, P. Anglade, F. Baraige, C.G. de Los Reyes-Gavilán, A.
Margolles, and M. Zagorec. (2005) Proteomic analysis of global changes in protein expression
during bile salt exposure of Bifidobacterium longum NCIMB 8809. J Bacteriol 187:5799-5808.
Satokari, R.M., E.E. Vaughan, H. Smidt, M. Saarela, J. Matto, and W.M. de Vos. (2003) Molecular
approaches for the detection and identification of bifidobacteria and lactobacilli in the human
gastrointestinal tract. Syst Appl Microbiol 26:572–584.
Sauer, R.T., D.N. Bolon, B.M. Burton, R.E. Burton, J.M. Flynn, R.A. Grant, G.L. Hersch, S.A.
Joshi, J.A. Kenniston, I. Levchenko, S.B. Neher, E.S. Oakes, S.M. Siddiqui, D.A. Wah, T.A.
Baker. (2004) Sculpting the proteome with AAA(+) proteases and disassembly machines. Cell
119:9–18.
Savijoki, K., M. Kahala, and A. Palva. (1997) High level heterologous production in Lactococcus and
Lactobacillus using a new secretion system based on the Lactobacillus brevis signals. Gene 186:255-
262.
Szajewska, H., and J.Z. Mrukowicz. (2005) Use of probiotics in children with acute diarrhea. Paediatr
Drugs 7:111–122.
Szajewska, H., M. Kotowska, J.Z. Mrukowicz, M. Armanska, and W. Mikolajczyk. (2001) Efficacy
of Lactobacillus GG in prevention of nosocomial diarrhea in infants. J Pediatr 138: 361–365.
Schell, M.A., M. Karmirantzou, B. Snel, D. Vilanova, B. Berger, G. Pessi, M.C. Zwahlen, F.
Desiere, P. Bork, M. Delley, R.D. Pridmore, and F. Arigoni. (2002) The genome sequence of
Bifidobacterium longum reflects its adaptation to the human gastrointestinal tract. Proc Natl Acad Sci
U S A 99:14422–14427.
Schmidt, G., C. Hertel, and W.P. Hammes. (1999) Molecular characterisation of the dnaK operon of
Lactobacillus sakei LTH681. System Appl Microbiol 22:321–328.
Schulz, A., and W. Schumann. (1996) hrcA, the first gene of the Bacillus subtilis dnaK operon encodes
a negative regulator of class I heat shock genes. J Bacteriol 178:1088-1093.
Schulz, A., S. Schwab, S. Versteeg, and W. Schumann. (1997) The htpG gene of Bacillus subtilis
belongs to class III heat shock genes and is under negative control. J Bacteriol 10:3103–3109.
Schumann, W. (2003) The Bacillus subtilis heat shock stimulon.
Cell Stress Chaperones 8:207-217.
References 53
Scott, J.M., and W.G. Haldenwang. (1999) Obg, an essential GTP binding protein of Bacillus subtilis,
is necessary for stress activation of transcription factor B. J Bacteriol 181:4653-4660.
Segal, G., and E.Z. Ron. (1993) Heat-shock transcription of the GroEL operon of Agrobacterium
tumefaciens may involve a hairpin-loop structure. J Bacteriol 175:3083-3088.
Segal, G., and E.Z. Ron. (1995) The dnaKJ operon of Agrobacterium tumefaciens transcriptional
analysis and evidence for a new heat-shock promoter. J Bacteriol 177:5952-5958.
Senok, A.C., A.Y. Ismaeel, and G.A. Botta. (2005) Probiotics: facts and myths. Clin Microbiol
Infect 11:958-966.
Shah, N.P. (2000) Probiotic bacteria: selective enumeration and survival in dairy foods. J Dairy Sci
83:894-907.
Shanklin, J., N.D. DeWitt, and J.M. Flanagan. (1995) The stroma of higher plant plastids contain
ClpP and ClpC, functional homologs of Escherichia coli ClpP and ClpA: an archetypal two-
component ATP-dependent protease. Plant Cell 7:1713-1722.
Siezen, R.J., B. Renckens, I. van Swam, S. Peters, R. van Kranenburg, M. Kleerebezem, and W.M.
de Vos. (2005) Complete sequences of four plasmids of Lactococcus lactis subsp cremoris SK11
reveal extensive adaptation to the dairy environment. Appl Environ Microbiol 71: 8371-8382.
Silva, M., N.V. Jacobus, C. Deneke, and S.L. Gorbach. (1987) Antimicrobial substance from a human
lactobacillus strain. Antimicrob Agents Chemother 31:1231–1233.
Singh, S.K., J. Rozycki, J. Ortega, T. Ishikawa, J. Lo, A.C. Steven, and M.R. Maurizi. (2001)
Functional domains of the ClpA and ClpX molecular chaperones identified by limited proteolysis and
deletion analysis. J Biol Chem 276:29420-29429.
Skinner, M.M., and J.E. Trempy. (2001) Expression of clpX, an ATPase subunit of the Clp protease, is
heat and cold shock inducible in Lactococcus lactis. J Dairy Science 84:1783-1785.
Smeds, A., P. Varmanen, and A. Palva. (1998) Molecular characterization of a stress-inducible gene
from Lactobacillus helveticus. J Bacteriol 180:6148-6153.
Spano, G., and S. Massa. (2006) Environmental stress response in wine lactic acid bacteria: beyond
Bacillus subtilis. Crit Rev Microbiol 32:77-86.
Straus, D., W. Walter, and C.A. Gross. (1990) DnaK, DnaJ, and GrpE heat-shock proteins negatively
regulate heat-shock gene-expression by controlling the synthesis and stability of Sigma-32. Genes
Dev 4:2202-2209.
Strøman, P., C.C. Müller, and K.I. Sørensen. (2003) Heat shock treatment increases the frequency of
loss of an erythromycin resistance-encoding transposable element from the chromosome of
Lactobacillus crispatus CHCC3692. Appl Environ Microbiol 69:7173-7180.
Sturme, M.H., J. Nakayama, D. Molenaar, Y. Murakami, R. Kunugi, T. Fujii, E.E. Vaughan, M.
Kleerebezem, W. M. de Vos. (2005). An agr-like two-component regulatory system in Lactobacillus
plantarum is involved in production of a novel cyclic peptide and regulation of adherence. J
Bacteriol 187:5224-5235.
Sugimoto, S., H. Yoshida, Y. Mizunoe, K. Tsuruno, J. Nakayama, and K. Sonomoto. (2006)
Structural and functional conversion of molecular chaperone ClpB from the Gram-positive halophilic
lactic acid bacterium Tetragenococcus halophilus mediated by ATP and stress. Mol Microbiol
31:521-532.
Susin, M.F., R.L. Baldini, F. Gueiros, and S.L. Gomes. (2006) GroES/GroEL and DnaK/DnaJ have
distinct roles in stress responses and during cell cycle progression in Caulobacter crescentus. J
Bacteriol 188:8044-8053.
Tannock, G. W. (1997). Probiotic properties of lactic-acid bacteria: plenty of scope for fundamental R&
D. Trends Biotechnol 15:270–274.
Tao, K., K. Makino, S. Yonei, A. Nakata, and H. Shinagawa. (1989) Molecular cloning and
nucleotide sequencing of oxyR, the positive regulatory gene of a regulon for an adaptive response to
oxidative stress in Escherichia coli: homologies between OxyR protein and a family of bacterial
activator proteins. Mol Gen Genet 218:371-376.
Teter, S.A., W.A. Houry, D. Ang, T. Tradler, D. Rockabrand, G. Fischer, P. Blum, C.
Georgopoulos, and F.U. Hartl. (1999) Polypeptide flux through cacterial Hsp70: DnaK cooperates
with Trigger factor in chaperoning nascent chains. Cell 97:755-765.
References54
Thomas, M.R., S.C. Litin, D.R. Osmon, A.P. Corr, A.L. Weaver, and C.M. Lohse. (2001) Lack of
effect of Lactobacillus GG on antibiotic-associated diarrhea: a randomized, placebo-controlled trial.
Mayo Clin Proc 76:883–889.
Tilly, K., J. Spence, and C. Georgopoulos. (1989) Modulation of stability of the Escherichia coli heat-
shock regulatory factor-sigma-32. J Bacteriol 171:1585-1589.
Tilly, K., N. Mckittrick, M. Zylicz, and C. Georgopoulos. (1983) The DnaK protein modulates the
heat-shock response of Escherichia coli. Cell 34:641-646.
Tiwari, R.P., N. Sachdeva, G.S. Hoondal, and J.S. Grewal. (2004) Adaptive acid tolerance response
in Salmonella enterica serovar Typhimurium and Salmonella enterica serovar Typhi. J Basic
Microbiol 44:137-146.
Tomas, C.A., N.E. Welker, and E.T. Papoutsakis. (2003) Overexpression of GroEL in Clostridium
acetobutylicum results in increased solvent production and tolerance, prolonged metabolism, and
changes in the cell's transcriptional program. Appl Environ Microbiol 69:4951-4965.
Tomoyasu, T., A. Mogk, H. Langen, P. Goloubinoff, and B. Bukau. (2001) Genetic dissection of the
roles of chaperones and proteases in protein folding and degradation in the Escherichia coli cytosol.
Mol Microbiol 40:397-413.
Tomoyasu, T., T. Ogura, T. Tatsuta, and B. Bukau. (1998) Levels of DnaK and DnaJ provide tight
control of heat shock gene expression and protein repair in Escherichia coli. Mol Microbiol 30:567-
581.
Tu, G.F., G.E. Reid, J.G. Zhang, R.L. Moritz, and R.J. Simpson. (1995) C-terminal extension of
truncated recombinant proteins in Escherichia coli with a 10Sa RNA decapeptide. J Biol Chem
270:9322–9326.
Turgay, K., J. Hahn, J. Burghoorn, and D. Dubnau. (1998) Competence in Bacillus subtilis is
controlled by regulated proteolysis of a transcription factor. EMBO J 17:6730-6738.
Unlu, M., M.E. Morgan, and J.S. Minden. (1997) Difference gel electrophoresis: a single gel method
for detecting changes in protein extracts. Electrophoresis 18:2071-2077.
Vaarala, O. (2003) Immunological effects of probiotics with special reference to lactobacilli. Clin Exp
Allergy 33:1634-1640.
van Asseldonk, M., A. Simons, H. Visser, W.M. de Vos, and G. Simons. (1993) Cloning, nucleotide
sequence, and regulatory analysis of the Lactococcus lactis dnaJ gene. J Bacteriol 175:1637-1644.
van de Guchte, M., P. Serror, C. Chervaux, T. Smokvina, S.D. Ehrlich, and E. Maguin. (2002)
Stress responses in lactic acid bacteria. Antonie Van Leeuwenhoek 82:187-216.
Varcamonti, M., S. Arsenijevic, L. Martirani, D. Fusco, G. Naclerio, and M. De Felice. (2006)
Expression of the heat shock gene clpL of Streptococcus thermophilus is induced by both heat and
cold shock. Microb Cell Fact 5:6.
Varmanen, P., F.K. Vogensen, K. Hammer, A. Palva, and H. Ingmer. (2003) ClpE from Lactococcus
lactis promotes repression of CtsR-dependent gene expression. J Bacteriol 185:5117-5124.
Varmanen, P., H. Ingmer, and F.K. Vogensen. (2000) ctsR of Lactococcus lactis encodes a negative
regulator of clp gene expression. Microbiology 146:1447-1455.
Varmanen, P., T. Rantanen, A. Palva, and S. Tynkkynen. (1998) Cloning and characterization of a
prolinase gene (pepR) from Lactobacillus rhamnosus. Appl Environ Microbiol 64:1831-1836.
Ventura, M., J.G. Kenny, Z. Zhang, G.F. Fitzgerald, and D. van Sinderen. (2005c) The clpB gene of
Bifidobacterium breve UCC 2003: transcriptional analysis and first insights into stress induction.
Microbiology (Reading, England) 151:2861–2872.
Ventura, M., C. Canchaya, V. Bernini, A. Del Casale, F. Dellaglio, E. Neviani, G.F. Fitzgerald, and
D. van Sinderen. (2005a) Genetic characterization of the Bifidobacterium breve UCC 2003 hrcA
locus. Appl Environ Microbiol 71:8998-9007.
Ventura, M., C. Canchaya, Z. Zhang, V. Bernini, G.F. Fitzgerald, D. van Sinderen. (2006) How
high G+C Gram-positive bacteria and in particular bifidobacteria cope with heat stress: protein
players and regulators. FEMS Microbiol Rev 30:734-759.
Ventura, M., Z. Zhang, M. Cronin, C. Canchaya, J.G. Kenny, G.F. Fitzgerald, and D. van
Sinderen. (2005b) The ClgR protein regulates transcription of the clpP operon in Bifidobacterium
breve UCC 2003. J Bacteriol 187:8411-8426.
Versteeg, S., A. Escher, A. Wende, T. Wiegert, and W. Schumann. (2003) Regulation of the Bacillus
subtilis heat shock gene htpG is under positive control. J Bacteriol 185:466–474.
References 55
Viala, J., and P. Mazodier. (2003) The ATPase ClpX is conditionally involved in the morphological
differentiation of Streptomyces lividans. Mol Genet Genomics 268:563-569.
Viala, J., G. Rapoport, and P. Mazodier. (2000) The clpP multigenic family in Streptomyces lividans:
conditional expression of the clpP3 clpP4 operon is controlled by PopR, a novel transcriptional
activator. Mol Microbiol 38:602-612.
Vitali, B., V. Wasinger, P. Brigidi, and M. Guilhaus. (2005) A proteomic view of Bifidobacterium
infantis generated by multi-dimensional chromatography coupled with tandem mass spectrometry.
Proteomics 5:1859-67.
Völker, U., H. Mach, R. Schmid, and M. Hecker. (1992) Stress proteins and cross-protection by heat
shock and salt stress in Bacillus subtilis. J Gen Microbiol 138:2125-2135.
Walker, D.C., H.S. Girgis, and T.R. Klaenhammer. (1999) The GroEL chaperone operon of
Lactobacillus johnsonii. Appl Environ Microbiol 65:3033-3041.
Wall, T., K. Båth, R.A. Britton, H. Jonsson, J. Versalovic, and S. Roos. (2007) The Early Response
to Acid Shock in Lactobacillus reuteri Involves the ClpL Chaperone and a Putative Cell Wall-
Altering Esterase. Appl Environ Microbiol 73:3924-3935.
Washburn, M.P., D. Wolters, and J.R. III Yates. (2001) Large-scale analysis of the yeast proteome by
multidimensional protein identification technology. Nat Biotechnol 19:242–247.
Watanabe, Y.H., K. Motohashi, and M. Yoshida. (2002) Roles of the two ATP binding sites of ClpB
from Thermus thermophilus. J Biol Chem 277:5804-5809.
Wawrzynow, A., B. Banecki, and M. Zylicz. (1996) The ClpATPases define a novel class of molecular
chaperones. Mol Microbiol 21:895-899.
Wegmann, U., M. O'Connell-Motherway, A. Zomer, G. Buist, C. Shearman, C. Canchaya, M.
Ventura, A. Goesmann, M.J. Gasson, O.P. Kuipers, D.van Sinderen, and J. Kok. (2007)
Complete Genome Sequence of the Prototype Lactic Acid Bacterium Lactococcus lactis subsp.
cremoris MG1363. J Bacteriol 189:3256-3270.
Weng, S.F., P.M. Tai, C.H. Yang, C.D. Wu, W.J. Tsai, J.W. Lin, and Y.H. Tseng. (2001)
Characterization of stress-responsive genes, hrcA-grpE-dnaK-dnaJ, from phytopathogenic
Xanthomonas campestris. Arch Microbiol 176:121-128.
Wick, L.M., and T. Egli. (2004) Molecular components of physiological stress responses in Escherichia
coli. Adv Biochem Eng Biotechnol 89:1-45.
Wickner, S., M.R. Maurizi, S. Gottesman. (1999) Posttranslational quality control: Folding, refolding,
and degrading proteins. Science 286:1888-1893.
Wiegert, T., K. Hagmaier, and W. Schumann. (2004) Analysis of orthologous hrcA genes in
Escherichia coli and Bacillus subtilis. FEMS Microbiol Lett 234:9-17.
Wilson, A.C., C.C. Wu, J.R. III Yates, and M. Tan. (2005) Chlamydial GroEL autoregulates its own
expression through direct interactions with the HrcA repressor protein. J Bacteriol 187:7535-7542.
Woo, K.M., K.I. Kim, A. Goldberg, D.B. Ha, and C.H. Chung. (1992) The heat-shock protein ClpB
in Escherichia coli is a proteinactivated ATPase. J Biol Chem 267:20429–20434.
Yamamori, T., and T. Yura. (1980) Temperature-induced synthesis of specific proteins in Escherichia
coli: evidence for transcriptional control. J Bacteriol 142:843-851.
Yamamoto, T., H. Sashinami, A. Takaya, T. Tomoyasu, H. Matsui, Y. Kikuchi, T. Hanawa, S.
Kamiya, and A. Nakane. (2001) Disruption of the genes for ClpXP protease in Salmonella enterica
serovar typhimurium results in persistent infection in mice, and development of persistence requires
endogenous gamma interferon and tumor necrosis factor alpha. Infect Immun 69:3164–3174.
Yen, C., L. Green, and C.G. Miller. (1980) Peptide accumulation during growth of peptidase deficient
mutants. J Mol Biol 143:35-48.
Yin, L., C. Canchaya, F. Fang, E. Raftis, K.A. Ryan, J.-P. van Pijkeren, D. van Sinderen, and P.W.
O'Toole. (2007) Distribution of Megaplasmids in Lactobacillus salivarius and Other Lactobacilli. J
Bacteriol 189:6128-6139.
Young, R.J., D.B. Whitney, T.L. Hanner, D.L. Antonson, J.V. Lupo and J.A. Vanderhoof. (1998)
Prevention of antibiotic-associated diarrhea utilizing Lactobacillus GG. Gastroenterology 114:A435.
Yuan, G., and S.L. Wong. (1995) Regulation of groE expression in Bacillus subtilis: the involvement of
the A-like promoter and the roles of the inverted repeat sequence (CIRCE). J Bacteriol 177:5427-
5433.
References56
Yura, T, T. Tobe, K. Ito, and T. Osawa. (1984) Heat-shock regulatory gene (htpR) of Escherichia coli
is required for growth at high temperature but is dispensable at low temperature. Proc Natl Acad Sci
U S A 81:6803-6807.
Yura, T., M. Kanemori, and M.T. Morita. (2000) The heat shock response: regulation and function. In
Bacterial stress responses (G. Storz and R. Hengge-Aronis, ed.). Washington, DC. American Society
for Microbiology, pp 3-18.
Zellmeier, S., W. Schumann, and T. Wiegert. (2006) Involvement of Clp protease activity in
modulating the Bacillus subtilis W stress response. Mol Microbiol 61:1569–1582.
Zhang, N., N. Li, and L. Li. (2004) Liquid chromatography MALDI MS/MS for membrane proteome
analysis. J Proteome Res 3:719–727.
Zink, R., C. Walker, G. Schmidt, M. Elli, D. Pridmore, and R. Reniero. (2000) Impact of multiple
stress factors on the survival of dairy lactobacilli. Sciences Des Aliments 20:119–126.
Zolkiewski, M. (1999) ClpB cooperates with DnaK, DnaJ, and GrpE in suppressing protein aggregation.
J Biol Chem 274:28083–28086.
Zuber, U., and W. Schumann. (1994) CIRCE, a novel heat shock element involved in regulation of
heat shock operon dnaK of Bacillus subtilis. J Bacteriol 176:1359-1363.
